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the Sequence Listing. The nearest neighbor results for SEQ ID NO: 328-1413 are shown in 
Table 2 below. 

Using eMatrix software package (Stanford University, Stanford, CA) (Wu et al., J. Comp. 
Biol., Vol. 6 pp. 219-235 (1999) herein incorporated by reference), all the sequences were 
5 examined to determine whether they had identifiable signature regions. Table 3 shows the 
signature region found in the indicated polypeptide sequences, the description of the signature, 
the eMatrix p-value(s) and the position(s) of the signature within the polypeptide sequence. 

Using the pFam software program (Sonnhammer et al., Nucleic Acids Res., Vol. 26(1) 
pp. 320-322 (1998) herein incorporated by reference) all the polypeptide sequences were 
1 0 - examined for domains with homology to certain peptide domains. Table 4 shows the name of 
the domain found, the description, the p- value and the pFam score for the identified domain 
within the sequence. 

The nucleotide sequence within the sequences that codes for signal peptide sequences and 
their cleavage sites can be determine from using Neural Network SignalP VI. 1 program (from 

15 Center for Biological Sequence Analysis, The Technical University of Denmark). The process 
for identifying prokaryotic and eukaryotic signal peptides and their cleavage sites are also 
disclosed by Henrik Nielson, Jacob Engelbrecht, Soren Brunak, and Gunnar von Heijne in the 
publication " Identification of prokaryotic and eukaryotic signal peptides and prediction of their 
cleavage sites" Protein Engineering, Vol. 10, no. 1, pp. 1-6 (1997), incorporated herein by 

20 reference. A maximum S score and a mean S score, as described in the Nielson et as reference, 
was obtained for the polypeptide sequences. Table 5 shows the position of the signal peptide in 
each of the polypeptides and the maximum score and mean score associated with that signal 
peptide. 

25 5.3.2 EXAMPLE 5 

Novel Nucleic Acids 

Using PHRAP (Univ. of Washington) or CAP4 (Paracel), a full length gene cDNA 
sequence and its corresponding protein sequence were generated from the assemblage. Any frame 
shifts and incorrect stop codons were corrected by hand editing. During editing, the sequence was 
30 checked using FASTY and/or BLAST against Genbank (i.e., dbEST version 1 17, gb pri 1 1 7, 

UniGene version 1 17, Genpept release 1 17). Other computer programs which may have been used 
in the editing process were phredPhrap and Consed (University of Washington) and ed-ready, ed- 
ext and gc-zip-2 (Hyseq, Inc.). The full-length nucleotide sequences, including splice variants 
resulting from these procedures are shown in the Sequence Listing as SEQ ID NOS : 1 4 14- 1 652 . 
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Table 1 shows the various tissue sources of SEQ ID NO: 1414-1652. 

The nearest neighbor results for SEQ ID NO: 1414-1652 were obtained by a BLASTP 
version 2.0al 19MP-WashU search against Genpept release 1 1 8, using BLAST algorithm. The 
nearest neighbor result showed the closest homologue for SEQ ID NO: 1414-1652 from 
5 Genpept. The translated amino acid sequences for which the nucleic acid sequence encodes are 
shown in the Sequence Listing. The nearest neighbor results for SEQ ID NO: 1414-1652 are 
shown in Table 2 below. 

Using eMatrix software package (Stanford University, Stanford, CA) (Wu et al., J. Comp. 
Biol., Vol. 6 pp. 219-235 (1999) herein incorporated by reference), all the sequences were 
10 examined to determine whether they had identifiable signature regions. Table 3 shows the 

signature region found in the indicated polypeptide sequences, the description of the signature, 
the eMatrix p-value(s) and the position(s) of the signature within the polypeptide sequence. 

Using the pFam software program (Sonnhammer et al., Nucleic Acids Res., Vol. 26(1) 
pp. 320-322 (1998) herein incorporated by reference) all the polypeptide sequences were 
1 5 examined for domains with homology to certain peptide domains. Table 4 shows the name of 
the domain found, the description, the p-value and the pFam score for the identified domain 
within the sequence. 

The nucleotide sequence within the sequences that codes for signal peptide sequences and 
their cleavage sites can be determine from using Neural Network SignalP Vl.l program (from 

20 Center for Biological Sequence Analysis, The Technical University of Denmark). The process 
for identifying prokaryotic and eukaryotic signal peptides and their cleavage sites are also 
disclosed by Henrik Nielson, Jacob Engelbrecht, Soren Brunak, and Gunnar von Heijne in the 
publication " Identification of prokaryotic and eukaryotic signal peptides and prediction of their 
cleavage sites" Protein Engineering, Vol. 10, no. 1, pp. 1-6 (1997), incorporated herein by 

25 reference. A maximum S score and a mean S score, as described in the Nielson et as reference, 
was obtained for the polypeptide sequences. Table 5 shows the position of the signal peptide in 
each of the polypeptides and the maximum score and mean score associated with that signal 
peptide. 

5.4.2 EXAMPLE 6 
30 Novel Nucleic Acids 

Using PHRAP (Univ. of Washington) or CAP4 (Paracel), a full length gene cDNA 
sequence and its corresponding protein sequence were generated from the assemblage. Any frame 
shifts and incorrect stop codons were corrected by hand editing. During editing, the sequence was 
checked using FASTY and/or BLAST against Genbank (i.e., dbEST version 118, gb pri 118, 
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UniGene version 1 1 8, Genpept release 1 1 8). Other computer programs which may have been used 
in the editing process were phredPhrap and Consed (University of Washington) and ed-ready, ed- 
ext and gc-zip-2 (Hyseq, Inc.). The full-length nucleotide sequences, including splice variants 
resulting from these procedures are shown in the Sequence Listing as SEQ ID NOS : 1 653-1 745 . 
5 Table 1 shows the varioustissue sources of SEQ ID NO: 1653-1745. 

The homology for SEQ ID NO: 1653-1745 were obtained by a BLASTP version 2.0al 
19MP-WashU search against Genpept release 118, using BLAST algorithm. The results showed 
homologues for SEQ ID NO: 1653-1745 from Genpept. The translated amino acid sequences for 
which the nucleic acid sequence encodes are shown in the Sequence Listing. The homologues 

10 with identifiable functions for SEQ ID NO: 1653-1745 are shown in Table 2 below. 

Using eMatrix software package (Stanford University, Stanford, CA) (Wu et al., J. Comp. 
Biol., Vol. 6 pp. 219-235 (1999) herein incorporated by reference), all the sequences were 
examined to determine whether they had identifiable signature regions. Table 3 shows the 
signature region found in the indicated polypeptide sequences, the description of the signature, 

15 the eMatrix p-value(s) and the position(s) of the signature within the polypeptide sequence. 

Using the pFam software program (Sonnhammer et al., Nucleic Acids Res., Vol. 26(1) 
pp. 320-322 (1998) herein incorporated by reference) all the polypeptide sequences were 
examined for domains with homology to certain peptide domains. Table 4 shows the name of 
the domain found, the description, the p-value and the pFam score for the identified domain 

20 within the sequence. 

The nucleotide sequence within the sequences that codes for signal peptide sequences and 
their cleavage sites can be determine from using Neural Network SignalP Vl.l program (from 
Center for Biological Sequence Analysis, The Technical University of Denmark). The process 
for identifying prokaryotic and eukaryotic signal peptides and their cleavage sites are also 

25 disclosed by Henrik Nielson, Jacob Engelbrecht, Soren Brunak, and Gunnar von Heijne in the 
publication " Identification of prokaryotic and eukaryotic signal peptides and prediction of their 
cleavage sites" Protein Engineering, Vol. 10, no. 1, pp. 1-6 (1997), incorporated herein by 
reference. A maximum S score and a mean S score, as described in the Nielson et as reference, 
was obtained for the polypeptide sequences. Table 5 shows the position of the signal peptide in 

30 each of the polypeptides and the maximum score and mean score associated with that signal 
peptide. 

5.5.2 EXAMPLE 7 
Novel Nucleic Acids 
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Using PHRAP (Univ. of Washington) or CAP4 (Paracel), a full length gene cDNA 
sequence and its corresponding protein sequence were generated from the assemblage. Any frame 
shifts and incorrect stop codons were corrected by hand editing. During editing, the sequence was 
checked using FASTY and/or BLAST against Genbank (i.e., dbEST version 1 19, gb pri 1 1 9, 
5 UniGene version 1 1 9, Genpept release 119). Other computer programs which may have been used 
in the editing process were phredPhrap and Consed (University of Washington) and ed-ready, ed- 
ext and gc-zip-2 (Hyseq, Inc.). The full-length nucleotide, including splice variants resulting from 
these procedures are shown in the Sequence Listing as SEQ ID NOS: 1746-1768. 
Table 1 shows the various tissue sources of SEQ ID NO: 1746-1768. 

1 0 The homology for SEQ ID NO: 1 746-1 768 were obtained by a BLASTP version 2.0al 

19MP-WashU search against Genpept release 119, using BLAST algorithm. The results showed 
homologues for SEQ ID NO: 1746-1768 from Genpept. The translated amino acid sequences for 
which the nucleic acid sequence encodes are shown in the Sequence Listing. The homologues 
with identifiable functions for SEQ ID NO: 1746-1768 are shown in Table 2 below. 

15 Using eMatrix software package (Stanford University, Stanford, CA) (Wu et al., J. Comp. 

Biol., Vol. 6 pp. 219-235 (1999) herein incorporatedby reference), all the sequences were examined 
to determine whether they had identifiable signature regions. Table 3 shows the signature region 
found in the indicated polypeptide sequences, the description of the signature, the eMatrix p- 
value(s) and the position(s) of the signature within the polypeptide sequence. 

20 Using the PFam software program (Sonnhammer et al., Nucleic Acids Res., Vol. 26(1) 

pp. 320-322 (1998) herein incorporated by reference) all the polypeptide sequences were 
examined for domains with homology to certain peptide domains. Table 4 shows the name of 
the domain found, the description, the p-value and the PFam score for the identified domain 
within the sequence. 

25 The nucleotide sequence within the sequences that codes for signal peptide sequences and 

their cleavage sites can be determine from using Neural Network SignalP Vl.l program (from 
Center for Biological Sequence Analysis, The Technical University of Denmark). The process for 
identifying prokaryotic and eukaryotic signal peptides and their cleavage sites are also disclosed by 
Henrik Nielson, Jacob Engelbrecht, Soren Brunak, and Gunnar von Heijne in the publication " 

30 Identification of prokaryotic and eukaryotic signal peptides and prediction of their cleavage sites" 
Protein Engineering, Vol. 10, no. l,pp. 1-6 (1997), incorporated herein by reference. A maximum 
S score and a mean S score, as described in the Nielson et as reference, was obtained for the 
polypeptide sequences. Table 5 shows the position of the signal peptide in each of the polypeptides 
and the maximum score and mean score associated with that signal peptide. 
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5.6.2 EXAMPLE 8 
Novel Nucleic Acids 

Using PHRAP (Univ. of Washington) or CAP4 (Paracel), a full length gene cDNA 
sequence and its corresponding protein sequence were generated from the assemblage. Any frame 
5 shifts and incorrect stop codons were corrected by hand editing. During editing, the sequence was 
checked using FASTY and/or BLAST against Genbank (i.e., dbEST version 120, gb pri 120, 
UniGene version 1 20, Genpept release 1 20). Other computer programs which may have been used 
in the editing process were phredPhrap and Consed (University of Washington) and ed-ready, ed- 
ext and gc-zip-2 (Hyseq, Inc.) . The translated amino acid sequences for which the nucleic acid 
1 0 sequence encodes are shown in the Sequence Listing. The full-length nucleotide, including splice 
variants resulting from these procedures are shown in the Sequence Listing as SEQ ID NOS: 1769- 
1786. 

Table 1 shows the various tissue sources of SEQ ID NO: 1 769-1 786. 

The homology for SEQ ID NO: 1769-1786 were obtained by a BLASTP version 2.0al 
15 19MP-WashU search against Genpept release 120 and the amino acid version of Geneseq 
released on October 26, 2000, using BLAST algorithm. The results showed homologues for 
SEQ ID NO: 1769-1786 from Genpept. The homologues with identifiable functions for SEQ ID 
NO: 1769-1786 are shown in Table 2 below. 

Using eMatrix software package (Stanford University, Stanford, CA) (Wu et al., J. Comp. 
20 Biol., Vol. 6 pp. 219-235 (1999) herein incorporated by reference), all the sequences were 
examined to determine whether they had identifiable signature regions. Table 3 shows the 
signature region found in the indicated polypeptide sequences, the description of the signature, 
the eMatrix p-value(s) and the position(s) of the signature within the polypeptide sequence. 

Using the pFam software program (Sonnhammer et al., Nucleic Acids Res., Vol. 26(1) 
25 pp. 320-322 (1998) herein incorporated by reference) all the polypeptide sequences were 

examined for domains with homology to certain peptide domains. Table 4 shows the name of 
the domain found, the description, the p-value and the pFam score for the identified domain 
within the sequence. 

The nucleotide sequence within the sequences that codes for signal peptide sequences and 
30 their cleavage sites can be determine from using Neural Network SignalP V 1 . 1 program (from 
Center for Biological Sequence Analysis, The Technical University of Denmark). The process 
for identifying prokaryotic and eukaryotic signal peptides and their cleavage sites are also 
disclosed by Henrik Nielson, Jacob Engelbrecht, Soren Brunak, and Gunnar von Heijne in the 
publication " Identification of prokaryotic and eukaryotic signal peptides and prediction of their 
35 cleavage sites" Protein Engineering, Vol. 10, no. 1, pp. 1-6 (1997), incorporated herein by 
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reference. A maximum S score and a mean S score, as described in the Nielson et as reference, 
was obtained for the polypeptide sequences. Table 5 shows the position of the signal peptide in 
each of the polypeptides and the maximum score and mean score associated with that signal 
peptide. 

Table 6 is a correlation table of all of the sequences and the SEQ ID NOS. 
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SEQ ID I 



9 19-21 50-51 65-66 72 73 80 82 
85 87 107-108 113 116 123 138 
140 150-152 15S 159 177 192-193 
202-203 212-214 225-226 235-236 
251 258 268-269 272 280-281 295 
298 301 321 326 331-332 334 356- 
357 362 369 379 382-383 416 423 



43 459-460 47: 



475 ' 



500 503 519 526 547 
608-609 613 618 633- 
652 657-658 6S0 669- 
695 697 710 715 724 
796 804 811 857-859 
900 912 919 922 924- 
962 979 988-989 99S 
1008 1018 1039 1047 
1067 1070 1078 1082 
1116-1117 1131 1134- 
1149 1151 1157 1180 
1234 1241 1243 1258 
1279 1288-1290 1294 
1312 1320 1323 1330 



731 775-777 
862 869 899- 
929 933 936 
1001 1004- 
1059 10S4 
1107 1113 
1137 1140 
1206 122S 
1272-1273 



13 s: 



1373-1375 1379 



1400 1417 1446 146f 

1494 1501-15D3 150! 

1517 1522-1524 153C 

1549 1565 1578 159! 



! 1625 1627 1639 164: 



1462 1493- 
-15C7 1512 
-1533 1537 

16C6 1608 



177: 



3 12-14 18-19 25 30-31 34-35 43- 
45 50-51 56 5B 60 65-66 68-S9 80 
82 85 87 92 104 107-108 112-113 
115-115 123-124 131-132 135-137 
139 142 146 148-149 152 154 157 
159 163 165 1S7 169 172 180 192- 
193 195-197 199 203 208 210 212- 
214 223 233 235-237 247 257 259 
261 26B-269 272 276 280-281 284- 
288 291-292 295 297 3D0-301 304 
307 317 320-321 323 327 329-331 
333-331 345-349 356-357 379-381 
393 401 408 414 419 424 426-428 
430 433-436 438-439 443 445 449 
453-454 459-461 468 471-473 476- 
478 483 491 494 496 500 503 507- 
508 516 519-520 525-527 534 536- 
540 542-543 545 553 555 560 569- 
570 574-576 586-588 593 595 597 
501 606-609 616-S20 622-623 625 
628-633 635-636 643 645-649 653 
655-656 660-665 668-670 676 681 
587 701 710 715 717 724-723 735 
743 745-746 750 753 759 765-76S 
773 775-77S 78S 789 796 799-800 
802-803 810-811 815 817 820-821 
B32 834-836 840 845-847 851 858- 
361 864 86S 874 878 883 897 901- 
902 904-905 908 911-914 916 921- 
922 924-927 929 932-934 936-939 
941-942 94S 955-958 963 966-969 
977 979-980 985-986 990 992-993 
997-1001 1005-1007 1012 1017- 
1020 1023-1024 1029-1031 1034 
1036 1039 1050 1059 1063-1066 
1078 1081-1082 1085-1086 1089 
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Library Name 



1097 1103 1107 1109 
1117 1119 1121 1124 
1134 1144-1145 1149 
1158 1167 1170 1178 
1190 1193-1194 1200 



1241 1243 1247 1252 

1267 1269 1279 1281 

1289 1293-1294 1306 

1316-1320 1326 1333 



1127 1130 

1151 1157- 

1184 1188 

1202 1215- 

1229 1231 

1258 1263 

1284 1286- 

1307 1312 



1338 



.3 41 



1425-1427 1437 1 
1456 1458-1459 1 



1487-] 
1508- 



1530-1533 
1552 1557- 
1SS9 1571 
1595 1598- 
1621 1624- 
1636 1640- 
1649 1653- 
1669 1673 
1694-1696 
1722-1723 
1738 1740 
1753 1757- 
1771 1785 



1-1357 1368 
i 1389-1390 
: 1422-1423 
■■ 1446 1454 
■ 1470-1472 
I 1493 
1511 1517 
1545-1546 
1559 1553 
1586 1588 
1601 160B 
1626 1628 
1641 1644- 
1655 1657 



1678-1681 
1701 1709 
1726-1727 
1743-1744 
1758 1760- 



9 29 68-6S 113 115 146 152 236 
223 245 277 307 320 324 330-331 
344 348 352 352 379 384 393 404 
408 414 441-442 454 469 481 490 
506 517 586 597 631 541 659 S91 
715 799 803 833 865 371 875 380 
882 908 920 937 1000 1005-1005 
1027 1036 1041 1043 1075 1107 
1112 1121 1127 1136-1137 1144- 
1147 1231 123B-1239 1280 1293 
1320 1345 1355 1361 1383-1384 
1400 1417 1448 1456 1476 1507 
1570 1572 1609-1610 1614 1620 
1626 1545 1653 1754 1759 1770 



5-8 15-16 168 212-23 
280-281 291-292 300- 
321 32S 336-338 341 
360 362 369 374 379 
397 414 419-420 426- 
442 453 506 616-617 
798 845 1018 1109 1] 
1167 1137 1207 1227 
1285 1312 1317-1319 
1344 1369 1381 1400 V 
1427 1430-1431 1436 1- 
1557-1559 1586 1588 li 
1664-1655 1671 1673 1< 
1698 1700 1711 1717 1' 
1728 1736 1740 1743-1' 
1760-1761 



3 271 278 
301 310 314 
352 357 35S 
384 393 39J 
428 430 441 
661 689 78E 
13 1124 114 
1252 j 
1324- 



5-10 13-19 22-23 25 ; 
43-45 50-51 54-55 57- 



33 37-39 
8 60-66 



68-70 72 75 77-80 83 85 89-92 94 
99-105 108-110 112-113 116-117 
123 128 133 135-137 139 143 145- 
146 148 152 154-155 157 166 168- 
172 174-175 181-184 188-190 193- 
194 196 198-200 202 204-205 207- 
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RNA Source 



322 325-32S ; 



-215 218 221-: 
-241 24B-247 : 
' 2S8-269 271 ; 
■ 290-292 300-: 
i 315 317-: 



! 330- 



L 344-347 349 352 354 

2 369-373 376 379-380 : 
7 390-391 393-394 397 : 
5-411 414-415 417-420 < 
7-438 440-444 453-455 < 
1 469-471 47S 478 482-< 
. 497 503 50S-513 516-E 

1- 526 528-530 532-534 E 
! 544 547-551 553 551 I 

2- 574 577 581 565 587-E 
_ 597 599 S01-6C2 60S-6 

1- 617 £19-620 622-623 £ 
. 633-634 636-641 643 i 
.-653 655-664 669-671 6 
: 6B7 689 691-700 702 ', 
!-717 720-721 725-734 ' 
:-743 746 750-752 756 
:-764 766 768 773-778 
-785 787-789 794 796 

■ 805 811 814-815 818 
-837 839-840 842-843 
-862 865 867-872 874 
-884.887 889-892 894 

■ 901 904 908 910 912 
1 921-924 926-927 930- 

943 945 949 953-954 
967 969 971 975 977 
988-990 992 997 999- 

4- 1006 1008 1012 1011 

7 1029-1031 1035-1037 

8 1053 1057 1059 1063 
0 1072-1075 1077 1081- 

5- 1093 1035-1096 1108. 
4-1125 1127 1131-1133 

8 1142-1145 1148-1158 

3 1167 1169 1172 1175 
0 1183-1188 1191-1195 

0 1204 1206 1211 1213- 

2- 1223 1226-1227 1229 
4-1235 1241-1242 1244 

6 1269-1271 1276-1277 

1 1284-1286 1292 1294 

9 1305-1309 1312 1314 
9 1322 1324-1327 1330 
4-1335 1339 1344-1346 
4-1355 1357-1358 1365- 
9-1370 1373-1374 1376- 

1- 1384 1386-1388 1392 

6- 1397 1400 1403-1407 

4 1419-1420 1423 1432- 

5 1437-1438 1440-1442 
8 1453-1455 1457 1451 

4 1466 1468 1471 1477 

2- 1483 1496 1502-1504 

3 1513 1519-1520 1524- 

5 1547 1549-1552 1567 

4 1578 1586-1589 1597- 
1-1602 1605 1607-1S09 

7 1619-1621 1623 1625- 

3- 1641 1643-1645 1649 
3 1656-1658 1664 1669 

! 1676-1684 1686 1689- 
1-1696 1704-1705 1708- 



333-338 
356-357 
382 384 



780-782 
799 802- 
825-82S 
856-859 
875 881 
895 897- 
914 917 
932 935- 
958 961- 
981-983 
1002 
-1023 
1047- 
1068 
1083 
1112 
1135- 
1160- 
1177 
1199- 
1216 
-1231 
1263 
1279- 



1295 
1316- 



1379 
1394 
1410 
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'20-1724 172S-1728 1730-1733 
'37-1740 1742-1745 1753 1756- 
57 1759-1761 17S5 1767 1771- 
'72 1776-1777 1779-1780 178S 



24 75 103 181 
365 508 623 710 937 
1059 1204 1509 1731- 



adult brain 



185 204-205 364-365 393 497 59E 
687 S92-694 830 845 10S8 1320 
1413 1S40 



187 301 357 364-365 375 454 463 
731 859 939 983 1073 1262 1270 
1320 1403 1640 1651 1657 1696 
1722 1738 



119 434-435 441-< 



! 763 789 983 



adult brain 
~ adult brain 



312 3S4-365 379 1320 1334-1335 



: 196 198 210 216 229 259 267 
!95 298 309-310 320-321 324 336- 



138 341 



-347 349-350 35S-357 352 



cultured 
preadipocytes 



371 379-381 
399 401 408 428 438 
482 490 502 507-509 
557 562 597 602 607 
655 667 6S9 671-672 
696 710 712 715 721 
750 753 766 778 780- 
814 826 830 837 841 
894-895 925 937 949 
951 963 968-969 988- 
1005-100S 1016-1019 
1037 1052 1086 1090 
1115 1120-1121 1123- 
1137 114D 1144-1147 
1170 1174 1188 1193- 
1225 1229 1231 1254 
1280 1285 1309 1312 
1341 1343-1344 1356- 
1378-1379 13B3-1384 
1423 1429 1434 1442 
1452 1454 1470-1472 
1525 1528-1529 1532 
1554 1557-1559 1551- 
1585 1588 1590 1595 
1608 1610-1613 1515 
1627 1640 1644 1547 
1656 1670 1575 1596 
1723 1727 1738 1760- 
1779 1785-1786 



391 393 396 

459 461 476 

515 526 531 
-609 624 652 

687-689 695- 

732 739 743 
-781 789 803 

857 869 874 

954-956 960- 
-989 1000 

1021 1036- 

1109 1113 
-1124 1136- 

1151 1167 
-1194 1205 

1253 1262 

1334-1335 
■1357 1370 

1403-1404 

1448 1451- 

1482 1499 

1536 1547 
•1562 1567 

1601-1604 

1619 1624 

1660 1664 

1704 1715 
■1761 1768 



8 11 17 25 
105 110 116 136-138 
189 196-198 261 257 
301 318 331 336-338 
400 428 430-431 510- 
527 549 5S7 561 602 
631 637 647 670 681- 
748 782 793-794 817 
845 858-859 879 882 
960 982 986 995-996 
1005-1007 1025 1027- 
1039 1045 1071 1078 
1102 1136-1137 1140 



)0 82 87 103 
168 171 188- 
276 288 293 
379-380 391 

■512 520 524 
618 620 622 

■682 710 731 
834-836 843 
893-895 934 
1000 1002 

■1028 1032 
10S7 1099- 
1219-1220 
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RNA Source 



SEQ ID NOS: 



1260 1271 1297-1298 1314 1320 

1322 1329 1339 134S 1365-1365 

1370-1371 1398 1408 1423 1431 

1437 1466 1468 1533 153S 1594 

1602 1S08 1614 1631 164S-1650 

1660 1562 1673 1687-168B 1696 

1711 1719-1720 1742 1746 1749 

1760-1761 1765 1767 1771 1785 



adrenal gland 



51 55 60 62-63 65-6 

116 11B 122 126 130 

170 181 192 198 201 

228 247 251 255 267 

281 285 295 298 311 

349 351-352 354 372 

391 400 410 415-416 

431 434-437 439 445 

477 483 491 493 497 



6 75 80 1( 
137 150 : 
203 215 ; 
269 271 ; 



i 595 £ 



628-630 637 645-641 
713 715 719 732 73' 
773-778 789 816 82: 
869 875 883 891 
930-931 942 948 952 
976-977 981 990 992 
1004 1049 1055 1059 
1076 1112-1113 1115 
1134-1135 1151 1158 
1181 1188 1209 1218 
1227 1231 1243 1270- 
1280 1285 1290 1293 
1325 1327 1330 1342 
1348 1365-1366 1369 
1387 1398 1400 1405 
1426 1436 1440-1441 
1463-1464 1488 1491 
1538 1546 1567 1573- 
1598 1609 1614 1618 
1627 1634 1636 1649 
1571 1674 1678-1679 
1703 1717 1727 1731 
1765 



744-746 758 
9 837 845 848 
912 922-923 
9S5 967 969 
•993 1001 
1071-1072 
1121 1127 
1153 1175 
1224-1225 
■1271 1274 
1307 1324- 
■1343 1345 
1378-1379 
1417 1425- 
1444 1454 
1507 1512 
■1575 1588 
1622 1624 
1651 1658 
1691-1692 
-1732 1737 



adult heart 



45 50-52 57- 
85 87 89 94 
110 112 114 
127 130-132 
147-151 153 
18S 192 195 
215 220 225- 
235 251 257- 
277 280-282 
298-301 304 
325 330 333 
352 354 358 
384 387-3B8 
40B-409 411- 
433-439 445- 
457 459 452 
483-484 487 
503 506 508 
525 534 536 
560-562 574- 
587 589 593 
612 615-620 
645-652 656 



■58 60 62-63 
97 100 103 
116 118-119 
134 136-138 
163-164 168 
197 199 204 
•226 229-230 
■260 2S2 265 
285-286 289- 
307 309 314 
336-338 345 
361 368 370 
391 393 397 
412 414-416 



-446 t 



> 452 



469 472-473 
490 492-493 
510-513 516 
540 542 546 
577 581-582 
595 597 604- 
622-623 526 
660 665-566 
684 687 692- 
715-716 719- 



71 75 82 
104 108- 
122-123 
141-144 
171 179 
205 212- 
232 234- 
272 274 
292 296 
321 324- 
349 351- 
380 383- 
401 406 
430-431 
454-455 



476-4 
496-498 
519-522 
549 553 
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Tissue Origin 


RNA Source 


Hyseq 

Library Name 






SEC 


ID NOS: 










728 730-73 


2 735 738-739 743- 








744 


746 7 


51 753 759 761 765 770- 










775-7 


80 78 


5 788-790 796 802 










810 8 


12 817 821 826 828 830 








837 


843 8 


45-34 


7 849-853 857-861 








863- 


864 8 


S9 87 


1 875 877-879 881 










687 a 




2 894-895 897-898 








901 


903 906-90 


7 911-913 915 919 








921- 


925 927-32 


3 933-935 945 958 










963 967 969-972 975 977-978 








980- 




90 992 999-1002 1005- 










i.010 




1019-1020 1022- ' 








1023 




1028 


-1037 1039-1040 














1054-1055 1057 














1067-1068 1070 








1072 




-1076 


1083 1085-1087 










10 9 3 




1104 1106 110B- 








1109 


1113 












1124 




1128 


1131-1134 1144- 










1148 


-1149 


1151 1156 1167 








1169 


-1170 




1177 1192 1196 








1199 




12 02 


1206-1208 1211 










r i ia 


1222 


1227-1223 1232- 














1243-1244 1247- 








1248 






1254 1256-1258 












1270 


1271 1277 1280- 








1282 


1287 




1298-1299 1306 










1317 


1321 


1324-1325 1330 










1334 


-1337 


1339 1344-1345 








1349 


-1350 


1354 


135S 1359-1360 








1365 


-1366 


1369 


1371 1374-1375 










-1380 


13 8 3 


1384 1339 1397 








1400 


1403 


14 OS 


1417 1423-1426 








1437 


1439 




1444 1446-1447 










1453 


1468 


1470 1473 1479 








1481 


1438 


1490 










1521 


1524 


1528 


1530-1534 1536- 










1S39 


1541 










1555 


1550 


1565 


^tln 1553 








1591 


1597 


1598 


1~S02 








1614 




1619- 










1630 


1632 


1634 










1645 


1647 


1649 


1S52 1655 1659~ 








1662 


1667 


1673- 


1674 1680-1681 








1684 


16 8 3 


16G8 


1704-1705 1709 








1711 


1712 


1717 


1724 1726-1727 








1731 


1733 


1737- 


1738 1741 1743- 








1744 


1743 


1754- 


1755 1760-1761 








1765 




1735 




adult kidney 


GIBCO 


AKD002 


4-8 


0-11 


17-22 


29-31 35-39 42- 








45 50-51 56-58 


60-61 64 63-69 75 








77 8 


82 85 87 


92-94 97 100 102- 








104 


07-108 11? 


116-117 119 123 








127-133 13 


6-137 


139-141 143-144 








147-J 


54 157 161 


-163 165-166 169 








172 176 178-179 


192 194-197 199 








201 203-2C 


6 209 


-210 212-213 215- 








216 223-22 


8 234 


-236 238 247 251- 








253 257-259 261 


-262 265-269 271- 








272 274 27 


S-277 


279-281 284-286 








290 293 29 




-299 301-302 304 








307 3 


11-31 


3 321 


325-326 329-331 








333 : 


41 34 


4 34£ 


-350 352 356 3S8- 








359 3 


62 36 


4-36E 


368 370-372 374 








376-3 


77 38 


3-382 


392 395 398 400- 








401 1 


04 4 0 


7-40S 


414-415 423-424 








430-4 


3 7 44 


3-444 


44S 449 451 453- 






455 459 461-462 


464 467 469 471- 






474 4 


76-47 


7 480 


-481 483 487-488 



110 



PCT/US00/34263 



Tissue Origin I RNA Source 



490-491 493 497-505 
520 522 524 526-529 
544 547 549 554-556 
5S7 571-576 578 582 
593 598-599 601 604 
615-619 S21-626 532 
645-652 655 660-664 
678-679 688 692-S95 
713 717 719-720 727 
738 743 745-746 751 
753 765 771-773 775 
788 793 795-796 BOO 
810-812 814-819 B21 
834-838 842-845 B48> 
864-865 857 869 B71 
886-887 889-891 893 
902 906-908 910-914 
925-927 929-935 937 
948-949 951 953-958 
954 969-970 972 976 
988-990 992-993 995 
1004-1008 1010 1012 
1017 1019-1020 1022 
1035 1038-1040 1342 
1050 1054-1055 1057 
1070-1073 1078 1085 
1089 1092 1094 1097 
1107 1109-1112 1116 
1123-1125 1132-1135 
1143 1146-1147 1149 
1154 1157 1159 1163 
1178-1179 1181 1183 
1200 1202-1204 1206 
1219 1221-1222 1225 
1232-1234 1238-1241 
1246-1247 1253 1257 
1261 1267-1268 1270 
12B1 1283 1287-1289 
1299 1306 1308 1311- 
1320 1323 1329-1330 
1339 1341 1349-1350 
1359 1367 1369 1373 
1379 1394 1397 1400 
1407-1409 1417 1419 
1428-1431 1433 1437- 
1443 1445-1446 1448- 
1454 1459 1461 1455- 

1493 1495 1497-1498 
1509 1512 1518 1521- 
1527-1528 1532-1533 
1541 1547-1550 1552 
15S1 1555-1566 1558 
1578-1579 1583 1586- 
1591-1592 1594 1598 
16D4 1606 1608 1611 
1616 1618-1622 1624- 
1632 1634-1636 1638- 
1644 1646-164S 1653- 
1654 1666-1667 1670- 
1679 1683-1684 1686 
1635-1699 1701 1709- 
1714 1716-1719 1723- 
1727 1733 1737-1738 
1744 1748-1749 1751 
1753-1768 1778 1780 



534 537-540 



'31 735-735 



826 829 



i32 



855 857-861 
874 876-883 
-896 898-900 
918 920 922 
940-942 945 
960-961 963- 
978 982-985 
997 999-1002 
1013 1016- 
1025-1031 
1044 1047 
1064 1068 
1086 1088- 
1099-1102 
-1119 1121 
1140 1142- 
1150 1153- 
1167 1170 
1192 1196- 
1211 1216- 
1227-1230 
1243-1244 
1258 1260- 
1272-1274 
1293-1295 
1313 1317- 
1334-1335 
1353-1357 
1375 1378- 
1403 1405 
1423-1424 
1438 1442- 
1450 1453- 
1468 1474- 
1490 1492- 
1506-1507 
522 1525 
1537 1540- 
1556-1559 
1571 1575 
1587 1589 
1600 1603- 
1613 1615- 
1628 1631- 
1639 1641 
1656 1662 
1671 1676- 
1691-1692 
1711 1713- 
1724 1726- 
1741 1743- 
1760-1761 



Ir.vitrogen 



20-21 37-39 47 52 57 60 65-66 
68-69 80 104 107-108 122 130 133 
135-137 140 142-143 149 169 174 
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RNA Source 






SEQ 


ID NOS: 








-.1 rary . ame 





















197 227-22 


235 




244 251 








~ 6 " 


265 267 28 


-231 














304-305 309 312 


-313 


339 341 








•544 


345 349 35 


370 


-372 












387 392 40] 


414 


416 


421 430 








443 


445 449 45: 


-454 




487 488 








cr^ 


SOS 513 516 


519 


522 












546 554 58! 


5 37 


594 










607 


616-617 626-S27 


636 












595 709 721 


735 


743 












777 788 796 


804 


814 


H97 ? 37 










849-850 852 


-853 


869- 












892 898 903 


905 


-907 










g-V 


927 934 941 


949 


952 


957 960 










9S8 970 1000 1008 10 










1C4 < 


1052 1055 


10 63 


1067 


-10S8 










1085 1099- 


1102 


1107 












1113 1115 


1119 


1126 














1148 


1153 


1159 










1196 1199 


1232 


-1233 












1264 1272- 


1273 


1281 


1285 








1293 


-1294 1299 


1312 


1320 










12 25 


1330 1344 


1343 


1351 


1355- 








135S 


1369 1378- 


1379 


1403 










1419 


1428-1429 


1436 


1446 










1463 


-1464 1467- 


1458 


1470 


1477- 








1478 


1486 1491 


1509 


1519 










1529 


1534 1547 


1596 


160 ( 


1619 








1523 


1629 1631 


1634 


163 8 










1647 


1652 1660 


1664 


1667 


1669- 








1670 


1573 1686 


1709 


1727 


1740 








1776 
















4-8 


14 37-39 44 


-46 50-51 










63 75 B2 8B 93 


103-104 1 


13 125 








133 


140 143 150 


152 


154 










171- 


172 174-175 


190 




196 200 








211 


214 219 223 


-224 


227- 


228 251- 








252 


256 265 272 


274 


380- 










310 


332 345 351 


362 


371 


381-382 








394 


408-409 431 


436 


445 


454 459 








461 


467 469 471 


476 


477 










513 


527 537-540 


544 


547- 


348 554 








564 


583 607 615 


-617 


621 










634 


645-646 652 


-664 


S70 










719 


743-744 763 




774 










811 


814 817 831 


-832 


337- 


338 B45 








352- 


853 858-859 


861 












901 


90S 941 954 


-957 


966 


971 977 








979 


981 987 990 


992 


99G 


1001 








1005 


-1006 1014 


1017 


1045 










1054 


1059 1062 


1064 


1072 










1086 


-1089 1094 


110 7 


1126 


1134 










-1137 1142 


1150 


1157 


1173 








1190 


1200 1208 


122 0 


1241 


1272- 








1273 


1280 1282 


1295 


1306 


1320 








1331 


-1332 1353 


1374 


1379 


1383- 








1384 


1404 1409 


1423 


1434 


1436 








1442 


1474 1478 


1494 


1509 


1522 








1525 


1531-1532 


1547 


1549 


1553- 








1554 


1571 1598 


1606 


1613 


1624 








1S27 


-1629 1632 


1642 


1644 


1662 








1S69 


167S-1677 


^684 


1696 


1727 








1731 


■1732 1737- 


1738 


1748 


-1749 








178S 










lymph node 


Clontech 


ALN001 


4 24 


50-51 82 105 13 


7 153 198 








201 


223-224 234 


258- 


269 272 280- 








281 287 301 312 


329 


343 


82 421 








430 


533 445 451 


461- 


462 475 481- 








482 503 526 529 


537- 


540 546-547 
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Tissue Origin 



S21 626 64 S 



679 ' 



725-726 738 

793 803 831 834-836 838 844 857- 

858 856 879 905 913 928 963 976 

1005-1006 1012 1038 1050 1116- 

1117 1151 1199 1204 1226 1243 

1265 1274 1324-1325 1339 1353 

1374 1377 1440-1441 1447 1504 

1549 1600 1618-1619 1631 1641 

1644 1653 1687-1688 1691-1692 



L741 



771 



5-8 11 20-21 46 50-51 50 65-65 
75 79 82 93 97 102-103 108 110 
116 139 143-144 148-149 171-172 
174 187-189 194-195 198 209 214- 
215 230 250 253 267-269 280-281 
306 309 342 351 356 359 362 372 



398 401 4 
455 459 



76 47B 



108 410 
183 



•193 5.0-512 515 520 522 525 536 
549 571 374-577 585 592 601-602 
607 621-524 628-630 632-633 637 
648 660 666-667 678 697-698 700 
717 719 728 730 734 733 744-745 
766 770 773 779 788 803 808 812 
814 841 849-851 871 874 879 887 
893 898-900 902-904 905-907 911 
919 922 924 934 953 957 963 965 
970 984 986 997 1001 1004 1007 
1012 1029-1030 1033-1034 1052 
1061 1066 1070 1076 108S 1089 
1093 1099-1102 1110-1112 1116- 
1117 1119 1121 1125 1135-1137 
1144-1145 1156-1157 1159 1195 
1199-1200 1209 1211 1219-1220 
1241 1244 1262 1270 1275 1279 
1233 1295 1317-1320 1332 1339 
1344 1359 1362-1363 1379 1383- 
1384 1403 1415 1430-1431 1437 
1450 1467 1475-1475 1483-1484 
1494-1495 1498 1505 1512 1516 
1518-1519 1526 1529 1547 1550- 
1552 1557-1559 1565 1583 1587 
1597 1609 1614 1520 1631 1637 
1641 1644 1554-1655 1662 1667 
1669 1684 1S91-1692 1702 1711 
1725 1738 1741 1743-1744 1758 
1760-1761 1763-1755 1769 



5-8 17 20-21 32-33 41 55 58 64 
75 77 86 89 102 108 117 119 175- 
176 19 B 200 209 231 235-236 250 
272 275-276 284 306 316 321 325 
333 356 359 374 376 398 401 408 
414 428 430 433-435 454 475 494 
503-505 517-518 528 534 544 552 
561-553 567 S78 581 608-609 530 
632 537 644 650 661 665 672 702 
707 710 721-722 750 753 778 782 
794 814 820 826 834-837 847 849- 
850 858 861 874 879 893 898 904 
911 918 921-922 926 946 948 972 
978 986 996 1020 1027 1031 1034 
1053 1063 1068 1070 1073 1086 
1089 1093 1097 1113 1119 1156 
1159 1195 1198-1199 1208 1220 
1227 1241 1261 1272-1273 1277 
1285 1308 1315 1320 1324-1325 
1330 1362-1363 1375 1403 1408- 
1409 1415 1431-1432 1435 1457 
1469 1482 1504 1524 1542 1547 
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Tissue Origin 


RNA Source 




SEQ 








Library Name 












1550 15S7 1578 


1581 1583 1594 








1597' 1601-1602 










1618-161S 1621 


1625 1637 1645 








1647 1652 1654- 


1655 1660 1666 








1669-1671 1684 


1706 1722 1737- 








1738 1742-1744 


1760-1761 1753- 








1765 1772 1774 




adult liver 


Clcmtech 


ALV003 






adult ovary 


Invitrogen 


AOV001 


1 4-18 20-23 29 


35-40 42-48 50 










65-66 68-69 73-75 


















103-104 106-108 


110 113 115 118 








122-124 126 128 










142 145-147 149 










170 174 177-17B 


180 182-186 188- 








189 192-203 207 










221-224 229-230 


234 242-243 246- 








247 255 258 260 


-262 265-269 271- 








272 274 277-281 










295 299 301-302 


304 _ 307 309-311 








313-314 316 321 










333 335-338 341 










356 358 360 3S2 


370-372 376-377 








379-3 84 387 390 










400 403 408-410 










424 426-427 430 


-435 439~443 445" 








448-449 452 453 










471 473 476-479 




















514 516-517 519 


520 522 _ 524 52S _ 








528-534 541-544 


546-547 549 552 








554-555 561-564 










572-573 575-576 










588 590-591 593 


595 597 599 601 








605 607-613 615 










630 632-633 636 










649-652 654-655 




















710 714-721 723 


725-727729 








734-735 743-746 










763 765 7S7 772 










783-784 786 788 


790-791794-796 








800 803 805 809 


811 813-815 818- 








819 821-824 826 










837-838 843-850 


852-857 859-864 








867 B69 B71-872 










887-888 890-895 


898-910 912-914 








916 91S-922 924 


926-927 929-939 








941 943-946 948 


951 953 955-958 








961-964 966-967 










985-986 988-990 


992 995-997 999- 






1001 1004-1009 


011-1013 1016 






1019-1020 1024-3 


025 1029-1031 






1033-1035 1037 1 


039 1041-1047 






1 1050-1051 1054-3 


060 1062-1064 






1 1067-1070 1072-1 


073 1075-107S 






I 107B-1079 1085-3 


086 1089-1090 








1094-1096 1098-1 


103 11C6-1108 








1112-1117 1119-1 


120 1123-1127 








1131-1135 1142-1 


143 1146-1149 








1153 1156 1158 1 


163 1165-1166 








1169-1171 1173-1 


175 1177-1178 








1180 1183-1185 1190-11S1 1195 








1197-1200 1202 1 


205-1214 1217- 








1219 1221-1226 1 


232-1235 1238- 








1241 1243-1244 1 


247 1249 1252- 








1254 1256-1258 1262 1265 1267- 








1268 1270 1275 1 


278 1280-1283 








1286-1289 1291 1293-1294 129B- | 
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Tissue Origan 








SEQ ID NOS: 






Librarv Name 
























1327 1329 1330 1332 _ 1333 








1^38 


-1339 134l"l343 


















1^77 


-1379 1383-1384 1386 _ 1389 


















1427 


1429-1431 1435-1436 1439~ 


















1463 


-1464 _ 1466 146b"i470 1474 








14B1 


1484-1485 1488 1491 1493- 


















l c 07 


1511-1517 1519 1521-1524 




























1553 


1561 1563 ISfifi 








1 = 57 


1569-1570 1572~157^ 1575 _ 








1578 


1580-1581 1587-1588 1590- 








1591 


1595 1597-1598 1600-1606 








1609 


1S11-1621 1623-1630 1634 








1636 


1S38 1641 1643 1645 1647- 








1657 


1S59-1662 1664 1667 1669- 








1671 


1573-1674 1676-1681 1683- 








1690 


1699 1702-1707 1710-1711 








1713 


1714 1716-1719 1723-1724 








1726 


1728 1731-1733 1735 1737- 








1738 


1740-1741 1743-1744 1748- 








1751 


1753 1755-1756 1760-1762 








1765 


1767-1768 1770-1771 1776 








1778 


1779 1783-1784 1786 


u p acen a 


on ec 




5-8 44-45 90-91 107-108 159 178 








311 


51 414 476 503 545 574 624 








636 


19 755 773 860 B90-891 924 








947 


55-956 962 990 992 1002 








1045 


1202 1320 1359 1628 168S 








1713 


1714 1743-1744 


p ■ acenta 


Invitro en 


APL002 


14-1 


25 29 43 60-61 79-80 103 








106 


16 135 171 177 180 194 196 








198 210 216 235-236 272 290 299 








309 " 


29 334 339 359 379-380 417 










30 434-435 448 454 483 490- 








491 517 522 631 723 725-726 728 








738 ' 


46 769 818 843 854-855 857- 








858 916 948 953-954 976 988-989 








1005 


1006 1013 1033 1036 1064 








1068 


1070 1086 1139 1144-1145 








1160 


1277 1285 1317-1320 1343 








1345 


1429 1435 1438 1454 1482 








1486 


1490 1512 1519 1532 1549 








1592 


1593 1602 1626 1647 1649 








1664 


1673 1675 1722 1727 1730 


adult spleen 






3 5-E 


12 15-15 19-21 24 29 34-36 








44-4E 


57 60 82-83 87 89 94 98-99 








103 106 108 117 119-121 139 141 








147 152-153 155 166 169 171 174 








178-180 196 198 201-20S 209-211 








215 219 234 253-254 256 258 264 








272 2 


80-281 290 295 302 309 312 








325 333 341 349 358 372 382 38S- 








387 394 406 414 431 434-436 445 








448 451 473 481 490-493 500 503 








505 517 519 530 534 536-540 547 








554 557 574-576 582 592 595 604 








611-612 620-621 623 631-632 642 








652 659 661 667 671 673-675 684 








700 7 


21 728 730 732 738 742-744 








745 762 765 774 780 788-789 794 








810-811 817 822 830 832 845 848 








852-853 858 862 B66 874 B79 882 
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Tissue Origin 


RNA Source 




SEQ ID N 








Librar^N 












884 906-908 912 919 


921-923 926- 










" 9 qfi !f q 7 q" 








978 983 990 992 99 ? 




















1 ^" ^ nao 1049 


1059 1068 




























1170 1174 1177 1190 


1196 1219 








1220 1226-1227 1229 


1236 1241 


















1^01 1320 1327 1330 


1334 1335 








1339 1349 1351 1353 




















1417 1434 1436-1437 


1439 


















1512 1522 




















1651 1654-1655 1658 






























1761 1774 1779 1781 


-178z 


• 

et, is 


r-T 

B 


ATS001 


5-8 10 26 3 0-31 47 


=0-51 57 58- 










.13 119 137 








139 150 152 154 156 










176-177 192 194 196 


-197 212-215 








227-228 247 255 258 










288-289 301 307 311 










349 370-372 392 398 


410 415 426 








427 430-431 433 437 


446 454 461 








469 473 477 481-482 


493 499 502- 








503 513 522 526 547 


552-553 563- 








564 572-573 575-576 


581-582 585 








599-602 605 612 615 


617 620 631 








637 647 649-650 656 


560 665 670 








674-675 712 719-721 


723 728 731 








738 744 746 773 780 


784 78.8-789 








802 804 809 811 814 


826 831 837 








843 845 848 859 866 


869 877 905 








913 916 919 921 926 


929 937 950 








960 963 971 975 977 


981 990 992- 








993 1007 1016 1029-1030 1034- 








1035 1038-1039 1045 


1059-1060 








1064 1070 1072-1073 


10B7 1089 








1097 1099-1102 1104 


1108 1113 








1141 1149 1161-1162 


1175 1208- 








1209 1222 1227 1229 


1231 1235 








1238-1239 1243 1253 


1235 1287- 








1289 1291-1293 1307 


1311 1317- 








1320 1330 1332 1338 


1345 1369 








1373-1374 1379 1389 


1399-1400 








1409 1423-1424 1430 


1435-1437 








1443 1459 1484 1486 


1490 1493 








1496-1497 1501 1505 


1509-1513 








1527 1530-1531 1533 


1537 1546 








1549 1553 1565 1567 


1569 1571 








1577 1586 1591 1599 


1602 1625 








1628 1630-1632 1636 


1639 1642 








1649 1661-1662 1656 


1667 1670 








1675 1684 1690 1699 


1705 1712 








1717 1724 1730 1737- 


1738 1752 








1767 1779 




Genomic DNA 


Research 


BAC001 


586 1352 1412 




from BAC S3I18 












(CITB BAC 










Library) 








Genomic DNA 


Research 


BAC002 


1411-1412 




from BAC 39316 


Genetics 










(CITB BAC 










Library) 
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RNA Source 



adult bladder 



Research 
Genetics 
(CITB BAC 
Library) 



5-8 17-18 22-23 33 . 
80 93 100 120-121 1 
251-252 272 278 311 
413 415 424 430 443 



773 78S 788 837 840 



348 3S3 382 
483 502 542- 
•617 62S 635 
755-756 762 
866 893 838 



)18 929 966 ! 
1055 1073 1082 1140 1167 
1189 1199 1270 1369 1481 
1560 1573 1596 1614 1636- 
1649-1650 1S54-1S55 1658 
1671 1690 1719 1727 1731- 
1739 1741 1760-1761 1779 



11 13 18 29-31 33 35-36 40 
15 47-48 50-51 57 60 65-6S 75 
32 85 88-89 94 100 103 107 
115 118-119 124-125 133-134 
-137 139-141 146 150 152-153 
161 163 168-170 172 178-180 
192-193 197-198 203-205 210- 
215 217 219 222 224-226 233 
■237 242-244 255 258 260 263- 
26S 273 276 278 283 286 290 
301-302 307 312-313 321 330 
339 343 352 357-358 370-371 
384-385 387 389 394 408 410 
41S 421 424-427 429-431 436- 
439 441-442 445 447 454-456 
■462 471-472 475 477-479 481- 
485 488 493 498 500 503-506 
516 519 523-524 526 530 535- 
542 544-545 549 555 565 567 
577 581 583-5B6 5BB 593 SOI 
604 608-609 613-619 621-622 
633 636-637 642 649-650 656- 
666 670 672 674-675 679 683 
708 716 71B-720 731 735-736 
742 744-745 752 761 765 772- 
775-778 780 785-785 789-791 
798 802 810-812 823-824 82S 
832-833 837-838 843-844 84B- 
B58-859 8S5-8S7 869 878-880 
890-892 896 903 905 908 912- 
922-924 927 930-931 937 939- 
952-953 955-958 963 969 973 
981 985 987 990 992 995 1000 

1005-1007 1013 1016 1025 
-1031 1033 1035 1037 1039 
1044 1047 1050 1053-1054 
1061 1063 1066 1070-1071 
1106 1110-1113 1115-1117 
1126 1134-1135 1142 1144- 
1163 1172 1178 1197 1199- 
1202 1216-1217 1224 1227- 
1240 1246 1254 1261 1266 
1278 1281 1285 1287 1290- 
1293 1299-1301 1308 1314 
-1320 1327 1331 1339 1343 
1349 1353 1356 1361 1367 
1372-1374 1379-1380 1394 
1403 1406 1408 1413 1417 
1423 1425-1427 1430-1431 
1439 1443 1446-1449 1459 
-1464 1482 1486 1493-1494 
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bone marrow 



SEQ ID MOS: 

150S 1509 1513 1521-1522 1524 
152S 1528 1531 1536-1537 1543 
154G 1548-1549 1552 1554-1555 
1557-1559 1571-1572 1581 1589- 
1592 1597-1600 1609 1614 1621 
1626-1628 1630-1632 1634 1636 
1638-1639 1641 1646-1647 1651 



-1681 



1781- 



1690 1702 1707 1711 
1717 1720 1722-1723 

■1738 1740 1758 1767 

-1702 1785-1785 



5-16 19 30-31 35-36 68-69 75 
83-84 93 99 103 108-109 118 137 
139 169-170 174 177 180 190 193 
212-213 219 222 225-226 232 237 
255 259 264 273-274 284 286 290- 
292 295 301 303-304 307 312-313 
316 324 326 330 334-335 348 352- 
353 357 360 370-373 384 386-387 
1 403-404 414-416 421 425-427 
429-430 433-436 440 444 4S1 454 
465-466 472 475 478 491 493 516 
520 523 525 531 545 548 552 566 
569-570 531 583 590-591 597-598 
501 616-617 621 641 650 652 656 
■>5S 671 674-675 679 684 710 718- 
719 728 734 737-738 742 761 765 

'78 790 811 814 818 B30 834- 
836 854-855 859 865 869 871 878- 
879 884 889 892 904 922-923 932 
990 992 998 1001 1004 1016 1036 
1042 1048 1051 1054-1055 1058 
1088-1089 1106 1112-1114 1155 
:23 1227-1228 



I-12S3 
; 1314 



1282-3 
L31 r 



283 
1321 
1333 1341 1343 
1335-1357 1367 
1377 1379 1381 
1397 1400 1406 



1-1237 1261 
1285 1287 1295 
1324-1327 1330 
1347 1350 1353 
1369-1370 1373 
1383-1384 1394 
1413 1417 1425-1427 1438 1442 
1459-1460 1470 1493 1505 
1521 1536 1546-1549 1560 1573- 
1574 1578 1598-1600 1621 1526 
. 1634 1646 1649 1653 1656 
1658 1669-1670 1683-1684 1687- 

! 1690-1693 1696 1699 1702 
1704 1707-1709 1711 1720 1722- 
i 1727 1729 1731-1733 
I 1743-1746 1752 1755 
. 1767 1777 1781-1782 



1786 

73-74 503 922 1036 J 



: 1320 : 



175 



56-58 103 110 117 144 150 171 
1 185 188-189 201 204-206 210 
1-221 225-226 231 237 251 277 
! 310 312 320 333 359 386 388 
: 408 420 455 481 485 503 510- 
! 590-591 615 635 647-648 665 
: 684 697 710 725-726 743 780 
: 788 826-827 848-850 854-855 
: 866 872 898 918 921-923 953 
i 983 993 1005-1006 1017 1020 
:5 1027 1054-1055 1063 1068- 
■9 1140 1153 1170 1185 1196 
'9 1220 1230 1314-1315 1320 

5 1351 1355 1369 1428 1439 
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Tissue Origin 


RNA Source 


Hyseq 


SEQ ID NOS: 






Library Name 












14S2-1454 1 


512 1556 1583 1587 








1594 1596 1 


S14 1625-1626 1631 








1639 1645 1 


S50 1675-1677 1687- 








168B 1701 1 


713-1714 1724 1740 








1765 




Mixture of 16 


Various 


CTL016 


401 1490 168S 


tissues - 


Vendors 








mRNAs 










Mixture of 16 


Various 


CTL021 


312 782 113 


2-1133 1403 1712 1715 


tissues - 










mRNAs* 












BioCha ' 


cvxooi 




18-21 25-26 30-31 33 








37-39 43 46 


-47 58 61 64-66 71 








73-74 82 65 


94 100 103-104 113 










130 134 140 147 153- 










179 181 186 192 195- 








1S6 198 201 


-202 218-219 222 229- 








231 2S7 266 


276-277 285-286 288 










304 307 312-314 324 










332 335 342 352 358 










376 379 381-382 384 








388 398 400 


410 414 416 419-420 


















448 461-462 


464 471-477 479 482- 








483 491 493 


496 503 506 510-513 








516-517 526 


530 535 542-544 546- 








547 557 S61 


S72-S73 575-577 581- 








582 585-586 


588-589 593-594 600 








S02 604-605 


607-609 612 615-619 








S23 644 650 


654 657-658 662-665 








670 672 680 


683 691-694 698 706 








708-709 711 


713 720-721 727 729 








731-732 737 


745-747 753-754 7S0 








765 771 774 


777 780 790 793 796 










805 818 82S 828 831- 








832 834-836 


843 847-84B 851-855 








857-860 864 










880 882 8S7 


890-891 897 899-902 








905-908 912 


913 916 918-919 922 








927 932 934 


938 944 943 955-956 








958 963-964 


967 969-970 972 976 








978-979 983 


985 990 992 1000 








1005-1007 1 


16-1017 1024 1027 








1033 1036 1038 1045 1047 1053- 








1056 106S-1067 1071 1073 1075 








1079 1082 1098 1113 1124 1129 








1134 1139 I] 


46-1149 1163 1167 








1170 1173 1175 1177 1181 1197 








1200 1202 1211 1214 1215 1221- 








1222 1225 1227 1232-1234 1240- 








1241 1243 1258 1264-1265 1268 








1270 1279 1287-1290 1308 1310- 








1311 1315 13 


20 1323 1327 1345 








1349 1353-1354 1360 1372-1374 








1383-1384 13 


86 1394 1397 1405- 



* The 16 tissue-mRNAs and their vendor source, are as follows: 1) Normal adult brain 
mRNA (Invitrogen), 2) normal adult kidney mRNA (Invitrogen), 3) normal adult liver 
mRNA (Invitrogen), 4) normal fetal brain mRNA (Invitrogen), 5) normal fetal kidney 
mRNA (Invitrogen), 6) normal fetal liver mRNA (Invitrogen), 7) normal fetal skin mRNA 
(Invitrogen), 8) human adrenal gland mRNA (Clontech), 9) human bone marrow mRNA 
(Clontech), 10) human leukemia lymphablastic mRNA (Clontech), 11) human thymus 
mRNA (Clontech), 12) human lymph node mRNA (Clontech), 13) human spinal cord 
mRNA (Clontech), 14) human thyroid mRNA (Clontech), 15) human esophagus mRNA 
(BioChain), 16) human conceptional umbilical cord mRNA (BioChain). 
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SEQ 


lD NOS: 








1 rary ame 


















140 


5 1416 1425- 


1427 




1 1436- 








1437 1442 1446 




1453 1459 








14£6 1472 1478 




1496 1501- 








1503 150S 1512 


c - ■ - 


1527-1528 








1531 1533 1541 




1E6 


9 1571 








158 


5 1589 1597- 


1598 


160 


0 1608- 








1609 1S14-1S1S 


1620 


162 


3-1624 








162 


5-1628 1S30 


1638 


1641 1643 








164 


1653 1656 




166 










1674-1675 1683 




-1S8 


: 1699 








1702 17C9-1710 


1"1^ 


1717 1722 








1724 1729 1731- 


1/32 


1735-1739 








174 


L 1743-1744 


1 748 


-174 










17S 
17 H 


-1762 1767 




177 


17B5- 








12 7 


282 289 730 


7 30 




1409 


— 










1599 1614 








en o e la 


trategene 


EDT001 


3 5 


10 13 15-21 




26 2 


J 34 37- 








39 ' 


2 44-45 50- 


51 5 


3-55 


57-58 








82-83 85 87 89 




= 101-105 108 








110 


112-114 116 




-122 


124 128 








133 


134 137-142 


147 


-150 


152-153 








161 


163 166-172 




-179 


187 190 








1S2 


194 196-201 


204 




210 212- 








214 


220 224 229 


-230 


233 


235-236 








240 


241 251-252 


258 


261 


262 265 










269 272 276 




2 79 


281 284- 










288 290 295 


-296 




302 310- 








311 


313 316 321 


325 


329 


331-333 








335 


340-342 351 


-355 


360 


371 375 








380- 


382 384 3B7 


390 


392 


397 400 








407- 


40B 410 412 


414 


416 


425-427 










434-436 439 


444 












463- 


464 472-475 




479 


486 488- 








490 


497-498 500 




510 


513 516- 








519 


522 524 526 


-528 


532- 


534 536- 








540 


542-546 548 


561 


563 


566-567 








572- 


576 579 581 




586 


589 593 








595 


597 599 603 


607 


612 


615-617 








620 


622 626 630 




634 


638-641 








644 


647 656-660 


662 


664 


670 673 








678 


630-682 692 


-697 




709-710 








712- 


713 719 730 


732 


73 4 


736 738 








743- 


746 751 759 


768 


771 


773 775- 








778. 


783 786-789 


793 


800 


803 805- 








807 


810-811 814 


816 


813 


821-822 










826 B28-829 


832 


834- 


838 842- 








345 


848-850 854 


860 


862 


864 869 








871 


874 876-879 


883 


885 


887 89D- 








891 


894-S95 898 


900 


903 


908 910- 










916 919-922 


924 


926- 


928 930- 








935 


939 943 948 


949 


951- 


954 957 








959- 


961 964 969 


970 


973 


975-978 








933- 


984 988-990 


9S2- 


993 


996-997 








1000 


1002 1004-1013 


1016 


-1020 








1022 


-1025 1028 1031 




-1034 








103B 


-1045 1050 1055 


1056 


1059- 










1062-1064 10S7- 




1072- 








1074 


1076 1078 1082 


1086 


-1087 








1089 


-1090 1093-1097 


1099 


-1103 








1107 


1109-1113 1116- 


1117 


1124- 








1126 


1128-1131 1134- 


1135 


113 8 










1144-1145 1148- 


1149 


1153 








1157 


1160 1163 1171 


1183 


-1184 








1198 


-1199 1202 1205- 


1207 


1211 










-1217 1219 1221 


1225 


122 9 








12 3 2 


-1235 1238-1 




1243 










1246 


1250 1253 1257- 


1258 
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Tissue Origin 


RNA Source 


Hyseq 
Library Name 




SEQ 


ID NOS: 










176 


5-1266 1268 


1270 


-1271 


1274- 








127 


7 1280-1283 


1285 


-1286 


1288- 








129 


0 1293 1295 




130E 


1312 








131 


7-1320 1324- 


1325 












133 


0 1334-1335 


13 3 8 


1343 


-1343 








124 


5-1347 1350 




-1356 1359 








136 


7 1369 1374 




1379 1398 








1400 1406 1408 


1414 


141" 


1419 








1424-1426 1428- 


1431 


1434 


-1438 








144 


0-1442 1448 




1462-14S6 








146 


8 1472 1474 


1478 


1487-1480 










1-1493 1501- 






1509 








121 


1 1516 1520- 




152( 


1529 










1 1536-1537 


1539 


-154C 


154S- 








1 3 4 


7 1549 1552 


1555 


155" 


-1559 








ise 


1-1565 1568 


1571 


157b 


1578- 








137 


9 1581-1583 


1587 


-158E 


1590 








IB 9 


2 1597 1605- 


1606 


1611 


1613 








161 


5 1618-1621 


1624 


-1628 


1630- 








163 


1 1634 1636 


1638 


1641 


1643- 








165 


0 1552-1659 


1664 


1666 


-1667 










9 1571 1675- 


1681 


1683 


-1688 








1696-1698 1703 


1711 


171E 


-1716 








1719 1722-1723 


1726 


1731 


-1733 








173 


S 1739-1741 


1743 


1744 


1749 








1755 1760-1761 


1765 


1767-1768 






_ . 




1-1773 177S 


1779 


1783 


-1785 


— , j 


_ , . 




2 3 6 


68 5 12 S 7 13 


03-1304 1352 


rom e short 






1411-1412 1754 
























— c romosome 


B^Ch^ 


















ESO002 


131 


-132 261 289 


380 


503 


860 892 








1000 1007 1397 








fetal brain 


Clontech 


FBR001 


62-63 89 112 126 19 


322 


335-338 








379 


391 411 481 


546 


563 


607 679 








710 


867 1012 1031 1055 1251 1252 








1320 1407 1643 




1686 


1731- 








1732 1746 1765 








fstal brain 






68-69 90-91 139 


212 


213 


301 331 








3 2 


374 403 436 


611 


645- 


646 659 










670 691 785 


805 


845 


1163 








1209 1216 1232- 


123 3 


1238 


-1239 








138 


7 1410 1416 


1430 


1496 


1536 








1S47 1593 












FBR C 0 6 


5-9 


25 43 60 62 


-63 


5-S6 


70 72 








80 


7 92 101 103 10 




136 139 








149 


152-153 157 


168 


171- 


172 175 








207 


208 210 212 


-213 


221- 


226 237- 








238 


251-253 266 


272 


279- 


281 295 








301 


302 307 310 


317 


313 


321-324 








330 


333-334 336 


-338 


345- 


347 352 








357 


370 373 377 


379 


380 


382 384 








391 


392 397 399 


402 


405- 


408 410- 










417 421 424 


426 


427 


430 436- 








-137 


440-443 454 


460 


464 


467 473 








476 


483 488-489 


495 


497 


508 510- 








513 


516 519-520 


524 


530 


537-540 








544 


547 550 561 


567 


572- 


574 582 








590 


591 595 597 


604 


607- 


609 615 








623 


628-629 631 


63 4 


633- 


640 655 








557 


658 660 665 


669 


674- 


675 679 








589 


691-S94 695 


-697 


699 


701 706 








710 


716 720 728 


732 


734 


736 742- 










757-760 763 


775 


778 


780 799 










807 B10 817 


-818 


826 


839 843 










861 364 871 


-872 




890-891 








894 


895 898 904 


915 


921- 


923 935- 








936 


938 945 950 


952 




956 953- 










961 963 967 


969- 


971 


990 992 
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Origin I RNA Source 



. 1005-lOCi 
:2 1024 1029 
2 1047-1C48 



1008 1013 
-1030 1032 
1052 1056 
1089 1109 
1143-1149 
1163 1167 



1035 : 
1065 : 
1114- j 

1151 1153-1156 ] 
1172-1173 1178 1184 1 
1190-1200 1211 1216 1222-1223 
1226-1227 1229 1231 1236 1245 
1253-1255 1258 1260 1262 1266 
1270-1273 1281 1287 1308-1309 
1314 1317-1320 1326 1334-1335 



L339 1341 1344 1350 
L371 1373 1376 1379 
139S-1398 
1428-1429 
1448 1466 
1507 1511 
1544 1549- 
1589-1590 
1619 1621 
1S57-1658 
1703-1704 
1722 1724 
1735-1736 
1755 1759- 
1772 1777 



1392 
1426 
-1441 
1503 
1536 
1573 
1614 
1651 
1696 
1720 
1733 
1745 
1771- 



135S 1369- 
1381-1382 
1419 1423 
1432 1437 
1470 1482 
1513 1516 
1550 1557- 
1598 1608 
1625-1626 
1676-1679 
1713-1714 
1726 1728 
1738-1739 
1761 1765 
1779-1780 



235-236 520 864 1068 1188 1587 



fetal heart 
fetal kidney 



15-18 20-21 24-25 29 34 43 61-63 
77-78 98 101 103 107-108 128 130 
136 146 148 165-166 171 174 181 
185 196-198 204-205 208 223 230 
235-236 251 253 261 268-269 280- 
281 284-285 288 309-311 321 329 
334 339 345-347 350 357-359 381- 
383 390 407 418-419 430 434-435 
438 443-444 461 4S4-466 483 490 
494 509 516 519 522 527 S57 561- 
562 572-573 590-591 595 597 623 
632 647-648 650 655 669-670 672 
682 690-691 700-701 710 717 736 
746 782 784 788-789 814-815 825 
829 840-841 847 8S4-8S5 857-858 
897-900 904 919 925 935-937 946 
948-949 954 960-962 966 969-970 
986 996 1000-1001 1005-1007 1012 
1014 1022-1028 1045 1052 1055 
1068 1070 1072 1078 1082 1085 
1090 1109 1115 1118 1120 '1128 
1136-1137 1144-1145 1149 1156- 
1157 1193-1195 1198 1204-1205 
1220 1222 1234 1257 1262 1271 
1274-1275 1280 1285-1286 1294 
1312 1314 1317-1320 1330 1342 
1344-1345 1349-1350 1355-1356' 
135B 1364 1359 1379 1383-1384 
1431 1435 1476 1507 1519 1532 
1536 1547 1554 1564 1567 1578 
1582 1587 1593 1595 1601 1608 
1615 1619-1621 1638 1644 1661 
1665-1666 1673 1687-1688 1690 
1715 1723 1728 1749 1753 1757 
1759-1761 1765 1771 1774 1776 
1778 1781-1782 1786 



ICE 2 



)36 11< 



1229 1614 1616 1762 1785 
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Tissue Origin 


RNA Source 


Hyseq 






SEC 


ID NOS: 








Library Name 




















277 280 


-281 




314 330 








3 'J- 


387 392 


3 95 


403 422 


-423 431 










443 455 


469 


500 519 


522 542 










572-573 


585 


600 619 


623 650 








654 


657-658 




679 719 










7S8 




844 


854-855 












878 911 


929 


958 960 


969 990 








992 


1007 10 


46 1087 1103 










113 


9 1285 1312 


1331 1355 1369 








13 7 


1 1376 1 


3 91 


1422 1425-1426 








144 


3-1441 1 


470 


1543 159 


8 1601 










3 1631 1 


651 


1654-1655 16S9 








167 


3-1E79 ] 


69] - 


1692 173 


3 1785 


— fet 1 kid 


— CI — t — K — 


FKDQQ2 


352 


384 426 


-427 


440 583 


602 1060 










1 1324-1325 


1636 




— . 


— T : 





20- 


21 82 163 335 679 98 


3-989 








1000 1227 1230 


1320 1554 


fetal lung 


Clontech 


FLG001 


35-36 94 323 371 393 42 


S-427 445 








473 


549 560 




616-617 


626 631 








649 


651 719 


74 e 




832 842 








849 


-850 8S4 


894 


-895 1075 1178 








11a 


. 1200 1 


206 


1309 1311 1345 








1429 1493 1 


567 


1576 1620 168S 


fetal lung 


Invitrogen 




9 15-16 29 


41 4 


7 68-69 


33 88-89 










124 137 


152 


-153 165 


196 224 








22 9 


231 249 


254 


256 267 


291-292 








300 


325 333 


344 


-345 352 


373 376 








379 


384 408 


426 


-427 430 


432 467- 








468 


475 483 




493 516 


531 535 








545 


547 549 


564 


582 602 


623 644 








560 


662-664 


670 


673 725 


726 728 








761 


766-767 


774 


805 830 


652-853 








1 '-I 


875 921 


932 


937 946 


949 963 










989 101 


= 1016-1017 1024 1027 








1090 1097 1170 


1185 120 


1215- 










1224 1258 


1290 1309 1320 








J 3 4 


1347 1355 


1369 13B1 1413- 








1414 1431 1438 


1449 1491 1512 








153 


1547 1557- 


1560 15S7 1590 








1601 1636 16^4 


1653-1655 1662 








156 


1671 1 


575 1680-16B 


1706 








1739 1760-1761 


1769 






Clontech 


FLG004 


1j3 


276 334 


465 


-466 737 


643 1131 








1514 1658 








fetal liver- 


Columbia 


FLS001 


3-11 13 15- 


1 25 30-39 41-48 50- 




University 




51 54 56-58 


60- 


56 68-69 


72 75 








77-J 


0 82-83 


85 


37 89 92 


103 105- 








110 


112 116 


124 


126-127 


130 133 








135- 


139 141 


144 


147-149 


152-153 








157 


163-165 


167 


-172 174 


176-178 








130 


186 188 


190 


193-194 


196 198- 








200 


202-206 


210 


-214 219 


221-231 








233- 


236 240 


244 


246-247 


250-251 








255- 


256 258 


261 


265 268- 


269 272 








274 


276-278 


280 


281 284- 


286 288 








293 


295 299 


301 


304 306- 


307 309 








311 


314 316 


318 


320-321 


326 329- 








332 


342 344 


345 


350 352- 


353 356- 








358 


360 362 


370 


374 376 


378-384 










387 39U 


392 


393 400- 


401 403 








406 


408 410 


412 


415 417 


419 422- 








437 


439-442 




445 448 


452-454 








456 


459 461- 


470 


472-479 


481-483 








487- 


488 490- 


491 


493 500- 


501 503- 








506 


509-513 


515 


520 522- 


524 526- 










531 534 


53 6 


540 542 


547-549 








553- 


554 561- 


562 


564 567- 


558 571- 








5V6 


579 581 


583 


585-597 


599-605 
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607 610-S13 615-621 
628-634 636-640 644 
S60 665 669-670 672 
SB1-682 684 690-695 
710 713-714 716-719 
731 734 736 738 740- 
748 750-751 759-766 
777 779 783-788 793 



'305 i 



1 810-S 



: G14 



824 826-832 834-837 
867 869-876 878-883 
897-898 902 904-914 
928 930-937 939 945 
960-961 963-965 967 



378 : 



1-983 < 



;S 9SE 



995-997 1000-1002 1( 
1014 1016-1019 1025- 
1031 1033 1035-1036 
1047 1049-1050 1053- 
1059 10S1-1064 1067- 
1074 1076 1078 1082 
1089-1090 1097 1099- 
1113 1115-1119 1121- 
1127-1128 1131-1134 
1144-1150 1153 1159- 
1170 1175 1177-1178 
1192 1195-1200 1202 
1211 1214 1216 1218 
1225 1227 1234 1237 
1246-1247 1251 1254 
1266 1258 1270-1273 
1284-1285 1287-1290 
1300 1306-1308 1313- 
1325 1327 1330 1332- 
1341 1343 1345-1347 
1353-1360 1362-1363 
1369-1370 1372-1374 
1381 1383-1384 1386 



: 140: 



1415 1417-1419 1422 
1435-1437 1439-1442 
1448-1449 1454 1458- 
1470 1472 1474 1477 
1482 1485 1491-1493 
1501-1507 1509 1511- 
1519 1524-1526 1529 
1541 1545-1547 1549- 
1554 1552 1564 1569 
1575 1578 1581 1583 
1591-1592 1594-1595 
1S00-1604 1611-1S12 
1S17-1618 1620-1622 
1527-1628 1630-1632 
1545-1651 1553-1662 
1B69 1671 1673-1574 
1S90 1696 1701-1703 
1711 1713-1714 1718- 
1724-1727 1731-1733 
1741 1743-1744 1746 
1752 1754 17S0-1765 
1780 1783-1786 



725-728 730- 
741 743-746 
768 7 72 7C74- 
796 798 800- 
818-819 821- 
843-847 849- 
887 B89-895 
916 919 921- 
950 953-958 
969 971 974- 
990 992-993 
-04-1008 1012 
1026 1028- 
1039-1044 
1056 1058- 
1070 1072- 
1085-1087 
1103 1107- 
1123 1125 
1136-1137 
1160 1163 
1188 1190- 
1205 1208- 
1221-1222 
1241 1244 
1258 1261 
1277-1282 
1294 1299- 
1320 1324- 
1333 1338 
1349-1350 
1365-1367 
1375 1378- 
1389-1391 
1410 1413 
1429 1431 
1445-1446 
1459 1466- 
1478 1480 
1495-1498 
1512 1516- 
1532 1536- 
1550 1552- 
1572 1574- 
1587-1588 
1597-1598 
1614-1615 
1624-1625 
1634-1639 
1654 1667- 
1675-1688 



705-1 



1738 1740- 



17S7-1773 



3-11 13 15-21 26 29 32 35-39 42 
44-45 48 50-51 54-55 57-58 61 S4 
6B-69 73-75 78 80 82 84 87 95-98 
100 103 105 107-108 110 112-113 
115-119 122-125 128 130 137-138 
145 147-153 155 157 159 161-163 
156 168 171-172 174-175 177 181 
138-189 193-194 196-198 200-203 
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RNA Source 


Hyseq 
Library Name 




SEQ 


ID NOS: 










206 212-215 219 


-221 223 225-229 










231-2 


32 240-244 


246-247 250-251 










258-259 262 264 


268-269 272 275 










277 2 




286 288 290-292 










295 298-299 301 


-304 305 308-310 










318 320-321 323 


325 329 331 334 










342 348-349 352 


-353 35S 359 368 










371 3 


74 376-379 


381-384 386-387 










392-393 397-398 


400-401 403 410- 










413 4 


21 423 426 


-427 429-430 433- 










436 4 


38 440 443 


445 448 451-452 










454-4 


55 460-463 


465-4S7 469 471- 










473 4 


75-476 478 


-479 4B1-483 487 










490-4 


91 493-494 


497 530-501 503- 










505 b 


09-513 515 


-517 519-520 524 










526-531 534 537 


-542 544 547 552- 










554 556 558 561 


-562 5S4-567 571- 










577 583-587 590 


-591 593 595 597 










601 604-606 508 


-513 516-617 519- 










624 & 


25-632 634 


637-642 644 647 










649-652 654-659 


662-655 669-672 










674-675 681-682 


685 688 690 696 










693 ' 


00-703 707 


709-710 713 717 










719-721 723-724 


728 731-732 734 










737-738 742-745 


748 752 754 759 










763- 


66 768 770 


773-777 780 782 










784 


86 791 795 
11-812 818 


-798 801-802 805 
823-824 826-827 










832 834-837 839 


843 846 848-856 










B58- 


61 865 8S7 


869 871 873-874 










876 


78 881-882 
01-902 904 


906-908 913-915 










919 921-924 926 


-932 934-935 937 










939-941 943 946 


-947 950 953 958 










961 965-967 971 


973-975 977-979 










981 984-985 990 


992-993 995-997 










999 


001 1004-1007 1009-1011 












1016 1020 


1023 1025 1027- 










1031 


1033-1035 
1049 1053 


1039-1042 1044- 
1055-1056 1058- 










1059 


1062 1064- 


1065 1067-1070 










1072 


1074 1079 


1082 1087 1089 










1093 


1097 1099- 
1114 1123 


1103 1105-1107 
1125-1127 1132- 










1134 


1140 1143- 


1145 1148-1150 










1156 


1158 1160 


1163 1172-1173 










1177 


1178 1181- 


1184 1190-1192 










1195 


1197 1199 


1204 1206 1208 










1211 


1214 1216 


1219 1227 1230 










1234 


1235 1237 


1240-1241 1243 










1245 


1247 1256 


1258 1260-1261 










1264 


1268 1270- 


1271 1275 1278- 










1279 


1284-1286 


128B-1289 1299- 










1301 


1306 1308 


1312 1314 1317- 










1319 


1323-1325 


1327-1330 1334- 










1335 


1339 1343- 


1347 1349-1350 










1354 


-1355 1357 


1360 1362-1363 










1365 


-1367 1369 


1372 1376 1378- 










1380 


1386 1389- 


1391 1394 1400 










1403 


1406 1409 


1416-1419 1422- 










1427 


1429 1435 


1437-1438 1440- 










1442 


1446 1448- 


1450 1453 1460- 










1461 


1468 1470 


1472 1474-1475 










1478 


1482 1486 


1490-1493 1496 










1498 


1500-1504 


1506 1508-1509 










1511 


-1512 1516 


1518-1519 1521 










1524 


-1528 1531 


1536-1538 1543 










1547 


1550 1554 


1556 1564 1567- 










1569 


1580 1587- 


1588 1591-1592 
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RNA Source 



SEQ ID NOS: 



fetal liver- 



1744 ] 
17S3-3 
177G 3 



7-1598 1500-1601 1611-: 
3-1628 1530-1531 1635-1 
. 1646-1649 1SS2 1654-3 
L-1662 1664 1667-1669 3 
i-1679 1583-1684 1686-3 
.-1692 1699 1702 1707 3 
1-1714 1717 1719 1722 3 
1 1730-1733 1738 1740 3 
2 1758 1760-3 



300 318 321 352 372 379 3 
392-393 403 422 424 429 4 
440 444 453 503 515 544 E 
10S4 1324-1325 1327 1333 
' 1369 1378 1418 1424 1622 
; 1S49 1680-1681 1689-169C 



151 166 176 180 194 
204-2DS 210-211 220 
235-235 239 247 259 
3 310 



277 280-: 
321 329 : 
332 395 4 
435 441-< 



4 70 75 7B 89 
121 123 133 
196 198 200 
225-226 230 
261 267 272 
313 317 320- 



. 374 3 



379- 



-.65-466 



5 06 f 

567 569-570 572-574 
658 667 669 672 685 
725-72S 732 748 759 
786 809 817 829 837 
873 875 881 889 894 
916 954 963 967 974 
989 993 995 997 10 
1008 1014-1015 1020 
1070 108S-1087 1089 
1119 1122 1144-1145 
1157 1159 1183 1195 
1250 1257-1258 1262 
1285 1307 1312 1314 
1344-1345 1349-1350 
1363 1403 1405 1415 
1426 1429 1431 1442 
1464 1463-1470 14B9 
1539 1549-1550 1557. 
1583 1593 1601 1611 
1644 1649 1666 1674 
1738 1745 1763-1765 



415 425 
490 494 504- 
552-553 562 
507 631 557- 
586 702 717 
761 778 784 
857 861 872- 
-895 909 911 

977 986 988- 
0 1005-1006 
1042-1043 
■1090 1118- 
1148 1153 
-1196 1227 
12S7 1280 
1317-1320 
1355 1362- 
1419 1425- 
1448 1463- 
1528 1535 
■1562 1577 
1615 1622 
1706 1721 
1774 1776 



576 998 1719 



93 133 214 301 355 
581 601 579 B37 847 
1236 1270 1313 1324 
1355 1367 1425-1426 
1733 1760-1761 



374 379 555 
859 1123 
1325 1327 
1536 1690 



26 37-39 50-51 SB 8< 
113 128 131-132 139 
194 198 201 206 211 
261 276 282 286 302 
375 379 383 398 412- 
43S 448 452 462-463 
519 529 561 569-570 
607 623 626 635 547 
723-726 730 733 761 
825 837 860 874 913 
970 980 986 988-990 
1001 1007 1014 1027 
1045 1060 1064 1070 



86 89 98 
155 172 186 
230-231 256 
325 359 361 



113 i. 



) 430 



473 477 503 
590-591 597 
660 672 715 
775-777 788 
915 921 935 

1035-1036 
1083 1097 
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:iC2 : 



lis-: 



1121 



.766 



1198 1208 1228 1240 1258 
1270 1277 1293 1317-1320 

1325 1329 133S-1337 1369 

1384 1339-1400 1403 1409 

1505 1514 1542 1551 1554 

1559 15S2 1589 1599 1620 

1S44 1650 1652 1671 1675 

1725-172S 1743-1744 1754 



119 221 273 402 
599 735 869 100C 
1431 1440-1441 1 
1673 1S78-1679 1687 
1712-1714 1723 1725 
1743-1744 1760-1761 



33 1083 1266 
1545 1599 

-1688 1710 
1731-1733 
1767 



fetal skin 



1 4-11 15-16 20-23 : 
43 46 56-57 60-61 6' 
97-98 105 107-108 l: 
123 133 135-137 139 
151-153 155 1S3 170 
189 197-198 200 202- 
222 231 246-247 261 
277 285-286 290 293 
311 321 325 328 330 
341 345 351-352 355- 
362 368 370 372 375 



299 301 307 
333-335 339 
356 358-359 
379-382 384 
,05 408-409 411-412 



445 448-449 454 462 
476 490 493 504 506 
519 526 531 537-540 
561 567 572-573 581 
612 615 523 630-631 
651 657-S58 660 662- 
672 676 578 681 688 
709-710 713 717 720- 
728-729 732 748 750 
766 770 775-777 780- 
789 798 309 Bll B14 
824-826 331 842 857 
864 881 394-B95 308 
913 922-923 928 932- 
945 948-949 953 960- 
970 975 977 98S 990 
1000 1004 1007 1013 
1027 1032 1035 1041- 
1057-1058 1060 1062- 
1072 1077 1090-1091 
1103 1108 1113 1119 
1131 1134 1140 1148- 
1153 1156 1163 1167 
1189 1192 1195-1196 
1205 1208 1211-1212 
) 1222 1225 1240 
1266-1267 1274 1277 

285 1299 1310 1317- 
1325 1329-1330 1342 
1-1351 1354-1357 
1369 1371 1373 137S 
1383-1384 1387 1399- 
1410 1427 1429 1431 
1439-1441 1448-1449 
1468 1470 1472 1475 
1487 1490-1491 1493 
1512 1521 1525-1525 
1536 1547 1549 1557-: 
1592 1595 1597-1591 
1604 1608 1611 161' 



584 589 611- 



635 e 



-665 66 
701 704-705 
-721 725-726 
753 759 764 
-781 786 783- 
816-817 822 
859 861 863- 
910-911 916 
■933 935 937 
■961 966-967 
992-993 999- 
1018 1025 
•1043 1054 
1064 1069 
1097 1099- 
1123 1128 
1149 1152- 
1178 1182 
1198 1201- 
1216 1219- 
1243 1258 
1282- 
1324- 
1344 1346 
1365-1366 
1378 1380 
■1400 1405 
1433-1435 
1454 1457 
1480-1481 
1498 1509 
1529 1535- 
1559 1588 
1601 1603- 
1618 1624- 
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SEQ 












Library Name 


















1626 1632 1634 


1S36 


164 


1643- 








' 64 


1646 1654- 




166 


-1662 










5 1668 1675 




168 


-1689 








- 70 


-1703 1709- 


1710 


171 


1719 








172 


1727 1731- 


1732 


173 


-1740 








174 


1747 1749 




176 


-1761 








1765 1772 1776- 


1777 


1779-1780 








178 










e a s in 


Invitrogen 


FSK002 




86 302 307 


313 


321 


30 335 








339 


341 354 370 




385 


400 402 








408 


414 426-421 




436 


450 454 








515 


544 585 598 


_ 7S7 


810 


845 939 








107 


1109 1155 




-132C 


1326 








133. 


-1335 1343 


13 4 7 


13 5 


1369- 








137 


1377-1378 




1397 1422 








14S 


1647 1656 




-1675 


1687- 








15 8 


1693 1715 


1721 


1725 1731- 








17 3 


173 9 1755 








fetal spleen 


BioChain 


FSP001 




137 211 353 


589 




1108 








16 3 


1771 








umbilical cord 








10 12 14 17 


33- 












£4 C 


8-69 75 82 


85 1 


31 104 113- 








114 


116 119 122 


-124 




137 153- 








154 


157 161 163 


166 


-167 










184 


186 192 197 


-198 


200- 


202 212- 








2:5 


230 234 246 


-247 


251 


256 263 








267 


271-272 280 


-281 


284 


295 301 










317 321 326 


333 


-335 


345 351 








356 


368 371-373 


379 


-380 


386 390 








392 


394 406 408 


-410 


412 


414 416 








420 


424 427 430 


-436 


438 


444-446 








454 


459 461 463 


467 


473 


482-483 








48G 


488 490 495 


504 


509 


524 526 








537- 


540 547 555 


561 


574- 


577 588- 








591 


593 606 515 


620 


621 


632 637 








645- 


647 650 659 


-660 


GC2- 


664 667- 








668 


674-675 684 


687 


696 


698 701 








703- 


705 709 711 


714 


719- 


720 725- 








727 


732 749-750 


762 


765 


771 775- 








777 


78D 789-791 


793 


796 


e02-803 








814- 


817 322 833 


843 


845 


S48 858 








861 


864 875 879 


888 


894- 


895 897- 








900 


903 906-907 


911 


912 


925 930- 








933 


935 940 948 




9S0 


966 977 








984 


990 992 998 


1000-1001 1005- 








1007 


1016 1023 1025 


1037 


1046- 








1047 


1059 1061-1063 


1073 


1076- 








1077 


1089 1094-1097 


1112 


-1113 








1115 


1134 1144-1148 


1151 


1154 








1156 


1163 1171 1197 


12D4 


-1205 








1208 


1216 1218 1224 


1234 


-1235 








1243 


-1244 1245 1279 


1233 


1286- 








1287 


1298 1316 1320 


1344 


1346 








1350 


1357 1359 1371 


1373 


1375 








1381 


1398 1400 




1408 










1424 


1427-1428 1431 




1440- 








1442 


1446 1454- 


455 


1479 












-1485 1489 


492- 


1493 


1504- 








1505 


1513 1525 1527 


1536 


1538 








1346 


1565 1567 1571 


1573 


1575- 








1576 


1578-1579 


591 


1595 


1600- 








1501 


1608 1612 


£15 


1621 


1624 










1636-1637 


647- 


1648 


1651 








1553 


1656 1658 


661- 


1G62 


1672 








1675 


1682 1684 1 


686- 


1688 


1690 








1709 


-1710 1722 1727 


1729 


1735- 








1738 


1740-1741 1760- 


1761 


1768 1 


fetal brain 


GIBCO 


HPB0Q1 


4 9 


11-13 17-18 


22-23 25 


37-39 




1 


42-47 50-51 54-55 58 


60-61 65-66 | 
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Origin I RNA Source 



SEQ ID NOS: 



153-155 157 1S1 3 
181 185 188- 



) 112-116 118-119 122- 



55 163-172 175 



5 197-198 204-206 
208 210 215 222-223 225-226 230 
235-238 240-241 247 253 25S-258 
260-262 267-269 276 279-281 284 
286 289 298 300-302 307 310 318 
321-323 325 330-331 339 341 346- 
349 352 354 356-359 362 364-365 



371-372 : 
390 A 



• 379-381 



455 457-463 470 i 



478 48 



2-473 475 477- 



1-483 



496 499-500 502-504 
512 51S 519-520 522 
530 537-540 543-544 
567 569-570 572-582 
591 593 595 599 601 
611-612 614-620 622- 
636 643 645-647 650 
661 6S5 667-668 670 
681 6B7 689 692-694 
714 717 721 727 729 
738 743-746 750-751 
770 772 775-777 784 
799 802-805 810-811 
824 826 830 834-837 
856 858-860 862 864 
877 879 883 88S-887 
895 898-901 903 908- 
919 922-923 925 927 
938 948 952-960 963- 
972 975 978-979 981 
990 992 995 997 999- 
1009 1011-1013 1016 
1023 1026 1029-1031 
1038 1041 1047 1050 
1059 1064 106B 1070 
1078-1079 1081-1082 
1094 1097 1103 1107-] 
1115 1121-1122 1127 : 



525-525 529- 
546-547 566- 
585 588 590- 
S04 606-609 
■624 630 632 
-652 654 659 
-672 676 678 
697 699 710 
■732 734 736 
759 763 766 
7B9 791 796 
814 819-821 
839-850 854- 
8S9 871 876- 
890-891 893- 
■910 912-916 
930-933 935- 
■964 967 969- 
983 986-987 
1002 1005- 
1018-1019 
1033-1035 
1053 1057 
1072-1073 



) 1143 1148- 
' 1159 ] 



1202 ] 
1211 1216 1219-1220 3 
1229 1232-1234 1240-3 
1246 1249-1251 1253-3 
1267-1268 1271 1276 3 
12B5-1289 1293-1294 3 
1308 1312 1316 1320 1 
1339 1341-1344 1346 3 
357 1359 1365-1366 1 



L373-" 



> 1386 



1398 1409 1413-1414 
1420-1421 1425-1427 
1437 1439 1442 1445 
1457 1459 1463-1464 
1474 1477-1479 1489 
1497-1498 1501-1503 
1511-1513 1517 1520 
1526 1531-1533 1535 
1547 1554 1556-1559 
1571 1584 1587 15B9 
1601 1611-1612 1614- 
1620 1625-1628 1630- 
1637-1638 1640-1643 



1-1135 
. 1153 
) 1175 
7-1209 
;-1227 
. 1243 
t'1258 
) 1282 
-> 13 07- 
' 1338- 

> 1355- 
1-1370 

> 1394 
;-1417 
I 1433 
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Tissue Origin 


RNA Source 








SEQ 








Library Name 


















9 16 


51 1653- 


1655 1657-1658 








166 


1-16 


65 1667 


1669 1673 167B- 








1679 1683-1684 


1686 1693 1701 








1704-1705 1709 


1713-1714 1717- 








1720 1724 1727- 


1728 1731-1733 








1737-1738 1743- 


1744 1752 1754- 








175S 1757 1760- 


1761 1765 1772 








1779 17 


35 




macrophage 


Invitrogen 


HKP0 01 


5-8 


110 


204-205 


503 534 678 859 










933 


988-989 


1379 1448 1504 


infant brain 


Columbia 


IB2002 


10 12-13 15-18 


22-23 25 29 34 




University 






9 4 


3 47 50- 


51 54-56 58 SO-63 








65-66 58-69 72- 


74 80 82-83 86 








88-92 97 100 102-104 106-108 110 








112 


^ 13 


115-116 


118 123 128 130 














143 147-149 151- 














165-167 169 172- 










181 




193-196 193 201 








.203 


2C5 


209-210 


214-215 222 224- 










231 


232 235 


-236 239 246-247 








252 


257 


260 26B 


-269 272 276-277 












286 283 


291-292 295 298 








3 0C 


3 0.1 


304 307 


310 313 321-323 














339 345-347 349 










356 


357 352 


371-372 377 379- 








380 


383 


384 392 


397 401 406 408 








4 " 




414 415 


418-419 422 428 










431 


434-435 


438 443 449 453- 










461 


464-466 


469-470 472-473 










476 


478 482 


-483 487 490 492 








494 


497 


503 507 


-508 510-S13 516 










520 


524-526 


530-534 536-540 










550 


5S1 561 


563-554 566-5S7 












579 581 


-582 584-587 590- 










593 


595-597 


607-609 611-613 












620 622 


-524 627 631 637 










645 


647 650 


-555 557-658 660- 










667 


675 689 


691 695 697 699 








703 


707 


713-715 


717 721 728-731 










736 


735 743 


745 751 755 759 








753" 


769 


770 772 


778 780-781 785 








788- 


789 


793-794 


799 803 808 811 








814 


825 


825 830 


834-836 840-843 








B45 


848 


850 854 


855 860 862 864- 








S 55 


870 


872 875 


-875 878 886 883 












894-896 


898 903-904 916- 








917 


919 


922-925 


927-928 930-932 








934- 


936 


938 941 


945-946 948-950 










954 


959-962 


965-969 977 979 








981 


986- 


990 992 


997 999-1000 








1004 


-100 


5 1014 


016 1018-1019 








1024 


-101 


5 1033 


036 1047 1051- 








1052 


1054-1055 


057-1059 1063- 








1054 


105 


8-1070 


073 1081-1082 








1083 


108 




113 1118-1120 








1123 


-112 


4 1130 : 


132-1138 1140 








1149 


115 


1 1153- 


154 1163-1170 








1172 


1174-1175 1183-1184 1188 








1190 


119 


3-1194 ] 


195-1197 1199 








1204 


120 


8-1209 -J 


211 1218-1222 








1225 


-122 


7 1229 1231 1234 1241 








1247 


124 


9 1251 1255 1258 1261- 








1261 


1269 1274 1279 1281 1283 








1285 


1287-1289 1294-12S5 1305 








1307 


1313-1314 1316-1320 1329 








1332 


134 


1-1342 1345 1349 1356 








1362 


-1363 1355-1366 1368-1370 








1374 


1381 13B3-1 


384 1388 1400 








1403 




6-1407 1413 1417 1420 
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Tissue 


Origin 


RNA Source 


Hyseq 

Library Name 


SEQ ID NOS : 












1423 1429-1431 1435-143 












1441 1443 1447-1449 1451-1452 










1454-1455 1457 1459 1463-1465 










1468 1470-1471 1475 1479 1482- 










1483 14B5 1493-1494 1496 1498- 










1499 1502-1503 1505-1507 1509 










1522-1523 1525 1523 153 


1-1533 










1542 1546-1547 1549-1550 1554- 










1555 1563 15S5-1567 1569 1575 










1580 15B3-1586 1588 159 


D 1592- 










1593 1595 1598 1600-1601 1608- 










1610 1612 1614-1616 1619 1621 










1624 1626-1627 1630-1633 1637 










1639-1640 1642 1644 164 


1652 










1654-1555 1658-1659 1664-1665 










1672-1S73 1676-1681 168 


-1688 










1693-1595 1701-1702 1704 1708 










1717-1720 1723-1724 1726-1728 










1733 1735-1741 1743-174 


1752 










1755-1758 1762 1765 1771 1774 










1777-1778 1786 




infant 


brain 


Columbia 


IB2003 


17-18 20-23 29 34 43 60 


68-69 






University 




78-80 88 100-101 107 110 112 118 










123 128 133 135-137 146 


148 152 










159 166 169 174 194 198 


203 215 










223 225-226 229 235-236 


247 250 










276-281 286 290-292 295' 


300-301 










310 322 324 331 334 339 


346-347 










349-350 352 357 371 375- 


377 382 










384 403 408-409 414-415 


453-455 










472 476 478-479 490 503 


507 516 










520 530 534 536-540 551 


563 572- 










576 585 587 590-591 593 


595-595 










601 606 S12 616-617 620 


622-624 










650 652-653 661 GG5 670- 


671 674- 










675 678 689 715 717 727- 


728 73 0 










734 759 775-777 780-781 


785 795 










806-807 811 824 B45-846 


864 869 










875 882 889 894-395 898 


904 917 










919 921-923 932 935-936 


946 950 










954 962 977 979 997 999- 


1000 










1005-1006 1009 1011 1017 


1024 










1033 1037 1043 1055 1057 


1109 










1114-1115 1120 1123 1127 


1144- 










1145 1149 1151-1153 1160 


1167 










1170 1174 1193-1194 1196 


1199 










1202 1206 1209 1220-1221 


1226 










1229 1240-1241 1251 1258 


1284 










1288-1289 1305 1314 1327 


1333 










1344 1347 1350 1356-1357 


1365- 










1366 1378-1379 1388 1400 


1403 










1421 1423 1431 1436 1440 


-1441 










1446-1447 1457 1459 1471 


1499 










1503 1507 1509 153S 1546 


1557- 










1559 1567 1572 1587 1595 


1598 










1610-1612 1615 1631 1639 


1644 










1647 1657-1658 1673 1678 


-1681 










1683-1684 1701-1702 1708 


-1709 










1713-1714 1719 1757 1760 


1761 










1765 1771 1778 






brain 




IBM002 


101 113 139 152 260 279 


290-292 






University 




374 377 551 563 608-509 653 659 
814 954 1005-1006 1029-1030 1130 










1164 1209 1258 1294 1305 


1320 










1327 1397 1431 1498 1507 


1615 










1640 1694-1695 1763-1764 


1767 










1779 








Columbia 
University 


IBS001 


10 12 119 175 279-281 321 334 
371 446 551 563 623 652 667 669 
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966 1113 1130 
-194 1196 1229 
.287 1317-1319 



213 223 262 266 2B3 302 321 326 
333 356 370 427 430 436 446 462 
472 493 498 503 516 519 527 535 
537-540 542-544 552 565 567 586 
599-600 607 615 630 647 662-664 
692-694 712 719 745 748 775-777 
7S4-79S 810 837 843-847 849 854- 
856 869 876 903 934 953 955-956 
964 975-976 984 1000 1005-1007 
1024-1025 1033 1039 1053 1064 
1070 1072 1082 1112-1113 1134 
1136-1138 1140 1195 1223 1232- 
1233 1246 1279 1285 1295 1311 
1320 1334-1335 1343 1427-1428 
1446 1478 1482 1493 1504 1537 
575 1582 1598 



1620 1625 163; 
1655 1662 168C 
1690 1696 170; 



1638 1645 ] 



554- 



1681 1684 1685 



.785 



5-10 18 20-21 29 3: 
54-55 61 65-66 68-70 73-75 80 85 
88-89 93-94 100 103 106-108 112- 
113 115-116 118-119 123-124 126 
130-132 135-137 139-141 143-144 
147-148 151-153 155-156 159 151 
164 169 171 179-180 185 190 192 
194 196-199 203-208 210 212-214 
216-217 219 222 233 240-241 244 
246 251-252 255-256 261-262 26S. 
272 276-277 279-281 284 286 28B 
290 295 298 301-302 309-312 317 
321 329 332 341-342 344-345 343 
352 358-360 363 368 370-371 376 
380-381 384 389-390 398 400 403 
414 423 426-427 430 432-436 443- 
444 450-451 454 462 468 472-477 
480-483 487-488 490-491 493 496- 
498 500 503-506 509-512 515-516 
519 521-523 526 530 534 541 544 
547 554 557 564 566-567 572-576 
585-586 588-589 595-596 601 607 
611-612 615 619 521 623 626 630 
632-633 644 647 649 651 555-656 
650 662-665 667 669 672 583-684 
696 700 705 710 713 716 718-719 
722-723 728 734-739 743 750 752 
763 765-766 773-778 784-785 787- 
789 791 800 802-803 809-812 814 
824 826 828-829 832 838-839 841- 
845 849-850 852-855 857-861 864 
866 874 878-880 882 887 890-891 
897-B98 902 904 906-907 910 916 
918-920 922 924-925 927 930-932 
934-935 937 947 950 953 955-956 
961 953 966-967 969 971 977-979 
981 984 986-987 990 992-993 995 
997 999-1001 1005-1007 1009 
1012-1013 1016 1020 1022-1024 
1026 1029-1030 1033 1038 1041 
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Tissue Origin 


RNA Source 


Hyseq 
Library Name 


SEQ ID NOS: 








1045 1047 


-1050 


1052 


1054-1055 








1059 1063 


-1064 


1067 


-1071 1073- 








1074 1078 


1085 


1C87 


1089 1095- 








1097 1104 


1106 


1107 


1109 1112 








1116-1117 


1119 


1126 


1134-1135 








1139 1141 


-1142 


1144 


-1145 1148 








1152-1153 


1156 


1158 


1167 1170 








1172 1178 


1195 


1196 


1198-1200 








1202 1204 


1208 


1214 


1216 1219 








1222 1227 


1234 


1241 


1247 1252 








1257-1258 


1265 


1267 


-1270 1276 








1278 1280 


-1281 


1283 


1285 1288- 










1300 




1308 1312 








1317-1321 


1329 


1338 


-1339 1341 








1344-1346 


1349 


1351 


1353-1355 








1357 1365 


-1366 


13C9 


1378-1379 








1383-1385 


1394 


1397 


1400 1402- 








1403 1408 


1417 


1419 


1423-1426 








1431 1433 


-1436 


1438 


1444 1446- 








1448 1454 


-.1455 


1460 


1466 1468 








1470 1474 


1480 


1481 


1483 1486- 








1488 1490 


1491 


1494 


1496 1506 








1=08-1509 


1511 


1512 


1515-1516 








1519 1523 


1524 


1528 


1529 1536- 








154G 154S 


154 9 


1550 


1555 1560- 








1551 1565 


1567 


1569 


1575 1588 








1591 1593 


1594 


15 96 


1598 1600- 








1602 1608 


1614 


1615 


1618 1620 








1624-1625 


1627 


1632 


1636 1639 








1644-1645 


1647 


1649 


1652-1653 








1656-1662 


If 64 


1666 


16S7 1670- 








1671 1673 


16 75 


1678 


1679 1683 








1685-1688 


1690 


1692 


1695-1699 








1705 1709 


1716 


1717 


1722 1727 








1730 1735 


1739 


1741 


1743-1744 








1748-1749 


1753 


176 0 










1767 1770 
1778-1779 




1773 


1775-1776 


lymphocytes 


ATCC 


LPC001 


4 11-12 1 


24-25 30 


31 48 50-51 








56-57 68- 


9 60 


92 98 103 105 110 








126 137 152-153 157 


165 172 188- 








189 197 2D3 21C 


217 


218 222-223 








225-226 2 


9 23: 


247 


251 256 264 








272 280-2 


1 284 


300 


301 321 325- 








326 339 3' 


8 352 


357 


371 382 384 








390 400 4 


4 412 


414 


421 423 426- 








427 430-4: 


1 445 


447 


448 451 454- 








455 475 503 516 


526- 


527 530 537- 








540 549 555-560 


5S3 


574 577 589 








602 613 6] 


9-fiJ.-^ 


621 


623 628-630 








636-637 647 64S 


657 


659 690 697 








717 723 755 764 


775 


777 780 786 








789-790 793 800 


802 


822 838 849 








866 869 875 881 




892 898 906- 








907 911 92 


1-923 


928 


975 990 992 








996 1001 1 


004-1 


007 1033 1050 








1054 1078 


1107 


3 135 


1140-1141 








1143 1148 


1158 


1153 


1177 1199 








1205 1216 




1231 


1236 1241 








1244 1250 


1258 


1260 


1265 1269- 








1271 1290- 


1293 


1308 


1312 1317 








1319-1320 


1339 


1345- 


1346 1348 








1350-1351 


1357 


1367 


1369 1379 








1381 1383- 


1384 


138S- 


1387 1389 








1394 1397 


1405 


1423 


1425-1428 








1431 1437 


1446 


1448 


1461 1466 








1470 1472 


1474 


1482 


1492 1506 








1528 1537 


154S 


1549 


1591 1598 






ieoo iso3- 


1604 


1605 


1627 1636 
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Tissue Origin 



RNA Source 



SEQ ID NOS: 



1638 1647-1649 1651 1658-1659 
1664 1S76-1677 1680-1681 1687- 
1688 1599 1711 1715-1716 1726 
1728 1737 1740 1746 1748 1752 
1756 1758 1777 1773 



. 35-36 40 43-45 48 50-51 



i-83 



85 88-91 93-96 98 100 103-104 
107-10B 112 116 119 123 125-128 
134-140 142 147-149 151 153 155 
157 162-163 167 169-172 174 177- 
179 186 190 192-199 203-207 210 
212-215 217-219 222-223 229 235- 
236 247 251 255-258 260 262 272 
274-277 280-201 285-286 297-301 
307-310 313-314 316-317 321 325- 
330 333-334 340-342 348-349 352 
354-358 370-371 3S0-3B5 387-388 
400 405 408-410 412 414-416 421- 
425 430-431 434-435 437 439 441- 
442 445-451 453-454 456 459 461- 
464 453-472 474-479 481 483-485 
487-491 496 499-501 503-504 509- 
513 516-519 522 526-527 529-531 
534 536-540 542 547-549 553-559 
5S6-567 571 574-577 579 582 584- 
58S 589 593 595-597 601-602 604 
606-607 611-613 615-621 623 627- 
629 633 636-637 642 644-650 655 
659-660 662-665 667 669 674-675 
678 682-684 692-656 69B 700 706 
708 710 716-720 725-72S 729-736 
738-739 743-745 749 751 753 756 
759 765-766 758 770-773 780 784- 
786 788-790 793 796 793 800 802- 
803 810-811 814 817 813 826 828- 
830 832 834-836 838 843 845-860 
863-864 866-B71 877-879 881-892 
894-896 898 902 904-914 916 919- 
925 927 930-932 935-935 941-942 
945 948-949 953 955-955 958 96Q- 
952 964 967 970-971 973 975 977 
935-990 992-993 995-996 999-1002 



1004-1009 1011 1014 



ion- 



1022-1023 1025 1027 1029-1031 

1033-1035 1038 1041 1043 1047 

1050 1053-1054 1058-1059 1061- 

1062 1064 1068 1070 1072 1078 



L085-1086 IDf 



i 10 9' 



1106-1107 1110-1113 1115-1117 
1122-1123 1125 1129 1132-1133 
1135-1137 1140-1145 1152 1158 
1153 1168 1170-1174 1176-1178 
1180 1182-1183 1186 1195 1198- 
1200 1202 1205-1205 1211 1215 
1219-1221 1223-1227 1230-1236 
1238-1242 1247 1252 1254 1256 
1258 1261-1262 1264-1265 1259- 
1270 1272-1275 1277 1280-1284 
1287-1293 1239-1300 1306 1308 
1312-1313 1317-1320 1322 1324- 
1330 1333-1335 133S 1341 1343- 
1347 1349 1353-1357 1359-1361 
1365-1367 1369-1370 1373-1374 
1377 1379-1381 1386-1387 1394 
1400 1403 1409 1419 1423 1425- 
1428 1430-1431 1433-1434 1437- 
1438 1440-1442 1446-1448 1450 
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RNA Source 



SEQ ID NOS : 



1626-1629 
1639 1641 
16S3-1655 
1S70 1675- 
1692 1696 
1711 1716 
1727 1733 
1744 1748- 
1762 1765 
1784 1786 



.493 1496-1501 



512-1513 
324-1525 
538 1541 



1516 1519 
1527-1528 
1545-1547 
1556 1560 



bC2 1 



S79 1684-168J 



1690- 



I 1773 



1707-1709 
1723 1725- 
1741 1743- 
1755 1750- 
-1772 1781- 



4 35-36 44-45 61 68-69 75 82 102 
119 139 154 179 197 
324 372 404 430-431 
477 481 503 537-540 
5B1 589 608-609 621- 
632 647 662-664 669 
773 775-777 802 848 
879 905-907 915 949 
1002 1113 1119 1170 
1236-1237 1241 1275 
1357 1359 1377 1506 
1S53 1591 1S00 1613- 
1628 1670 1576-1677 
1699 1733 1733 1772 



461 476- 
) 554 575-576 
-622 624 630 
) 679 698 764 



! 1515 1534 
1-1614 1621 
' 1691-1692 



melanoma from 
cell line ATCC 
tfCRL 1424 



25 35-36 43 80 104 126 128 150 
163 166 188-189 197 210 215 220 
271 277 280-281 310 317 336-338 
345 351 372 380-381 383 387 412 
415-416 430 445 448 454 456 467 
481 490 499 503 526 528 546 548 
567 575-576 588 601 613 615 647 
660 655 734-735 737 75S 778 787 
790 800 832 845 856 859 869 878 
883 887 905 914 932 934 958 976 
985 990 992 999-1000 1025 1031 
1038 1050 1055 1068 1074 1088 
1099-1102 1107 1136-1138 1149 
1156 1163 1172 1190 1195 1200 
1214-1215 1217 1226-1227 1235 
1238-1239 1244 1253 1278'l2B0 
1293 1311 1320 1330 1334-1335 
1345 1355 1367 1386-1387 1394 
1403 1406 1414 1423 1437 1442 
1465 1521 1529 1536 1539 1541 
1547-1548 1582 1620 1626 1631 
1638 1647 1653 1660 1667 1669- 
1670 1680-1581 1696 1704 1715 
1724-1725 1731-1732 1750 1750- 
1761 



5-8 10 12 14-18 20-21 24-25 29 



,-74 ' 



I 82 E 



98 100 103 



'. 123 128 133-137 144- 



; 148 150-152 154 158-1 
; 170-172 174 176 178 1 
)-190 194-198 201-206 2 
! 224 227-228 231 233-1 
. 253-254 256 261-263 7 
. 276-211 279-281 284-J 
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!99 30: 



304 



320-321 323-325 327 
334 339 341 344-345 
359-3S0 362-363 358 
3e3 388 390 393-395 
4C8 412 414-415 423 
441-444 448 451-455 
476 479 482 4B5-486 
4S5 493 503 50S 509- 
519-S20 522 527 529 
547 549 554 557 5S2 
539-591 597 602 607 
629 632 634-640 644 
652 655 657-658 660 
672 674-676 679 682 
706-707 710 713 717 
732-734 73S 73 8 743 
755 759 761 766 770 
789 794 803 806-807 
822 827-829 837 842 
•864 866 869-870 872 
893-900 904 906-907 
921-923 926 935-937 
953-954 957 960-961 
970 977-978 984-989 
1000-1001 1005-1006 
1014 1016-1017 1023 
1032-1033 103S 1039 
1055 1057-1058 1063 
1077-107B 1085 1087 
1095-1102 1107-1108 
1121-1123 1131-1133 
1139-1142 1144-1145 
1153 1159 1167 1170 
1183-1185 1190-1192 
1207-1208 1212 1216- 
1223 1225 1231 1234 
1247 1253-1254 1258- 
1262 1270-1280 1283 
1298 1307 1314 1316- 
1325 1330 1334-1335 
1349-1352 1354-1355 
1370 1377 1379 1381 
1389 1405 1414 1419 
1425-1426 1428-1429 
1437 1439 1448-1449 
1450-1464 1466 1471 
1487 1489-1491 1493 
1512 1519 1526-1528 
1536 1539 1542 1547 
1554 1561-1562 1564 
1576-1579 1581-1582 
1532 1594 1596-1597 
1607-1608 1610 1612- 
1621-1622 1625-1626 
163S 1641 1643-1644 
1S52 1654-1655 1657- 
1662 1664-1666 1669- 
1574 1676-1S77 1680- 
1692 1701 1706 1713 
1720 1723-1728 1730- 
1740 1742-1744 1746- 
1751 1753 1760-1762 
1771 1774 1776-1777 
.786 



309-312 318 
329 331-332 
348 350 356 
371 376 379- 
397-398 405 



4-437 



162-464 4 



JS5 667 669- 
588 695-696 
720 722-730 



747--; 



! 750 



809 814 817- 
854-858 863- 
878 881 889 
911 916 919 
946 948-949 
963 965-966 
993-997 
1008 1013- 
1025 1027 
1043 1045 
1068-1075 
1089-1091 



73 



113S- 
1148-1 
1172-1 
1196-1: 
•1218 1222- 
1240-1241 
•1259 1261- 
1285-1286 
■1320 1323- 
1342-1345 
1359 1369- 
1383-1384 
1421-1423 
1431 1434- 
1454 1457 
1480-1483 
1505 1507 
1532 1534 
1549-1550 
1567 1572 
1587-1588 
1601-1602 
1616 1618 
1631 1635- 
1647 1650 
1658 1660 
1671 1673- . 
1685 1689- 
1715 1719- 
1732 1738 
1747 1749 
1765 17S8 
1779 1783- 



29 35-36 80 116 123 

214 230 280-281 284-: 

330 340 353 371 375 

422 424 492 497 532' 



156 163 181 
15 307 321 
377 380 382 
533 542 546 
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Tissue Origin 


SNA Source 


' ' Hyseq 




SEQ 


ID NOS: 






Library Name 
















549 


5fiS 586 59 


5 61 










73 4 


775-778 78 


0 79; 










85S 


858 875 93 


6 95: 


985 990 








104 


1-1043 1055 


107: 


1193 92 ' 










4 1206 1223 


1246 










128 


3-1289 1291 


1294 


1311 132 










9 1359 1412 


1423 










1623 1S45 1S84 


170E 


1715 1751 


retinoid acid 


Scrategene 


NTR0 01 




78 2S8-2S9 


:77 


83 431 506 


induced 








677 731 999-10C 




neuronal cells 








s ^gg 7 SQ g2 






neuronal cells 




NTU0 01 






"TUT 


119 145 152 








166 






227-228 253 








284 
















393 406 




454 465-466 








- ° 




















60 ? 647 










700 702 71 


5 743 












948 954 97 


7 100 


1005-1006 








102f 


1064 1058 


1122 












1225 1234 


1246 


1271 1233 








■ 


-1295 1311 


1317 










] '-. - ' 


1350 1355 


1365 












-1384 1400 


1412 












1547 1578 


1647 


1656 1683 










1738 1749 


1733 




pituitary 


Clontech 


PIT004 




314 379 40 


419 


430 454 1055 








'_ r 


-1096 1272 


] 273 












1652 1671 


1720 


1725 1736 








17-11 


1755 






placenta 


Clontech 


PLA003 


5-3 


124 208 27" 


370 


843 906-907 








1280 


1317-1319 


1369 


1609 1621 








173 7 








prostate 


Clontech 


PRT0C1 


9 4 5 


57 71 107 




171 177 197 








201 


229 231 242 


-243 


274 280-281 








307 


310 317 330 


358 


373 382-383 








400 


430 434-436 


461 


462 469 477 










497 500 505 


-50G 


513 521 526 








531- 


533 547 618 


649 


657-658 662- 








664 


710 729 767 


771 


789 820 861 








871 


874 890-891 


905 


938 945 963- 








964 


9B8-S89 1002 1025 1033 1045 








1061 


1095-1096 


1112 


1125 1142 








1196 


1198 1202 


1232 


1233 1241 








1258 


1272-1273 


1287 


12S5 1313 










1341 1344 


1349 


1350 1362- 








1363 


1357 1437 


1442 


1447 1475 








1478 


-1479 1482 


14S9 


1513 1517 








1527 


1531 1536 


1598- 


1599 1528 








1636 


1657 1680- 


1681 


1687-1688 








1717 


1738 1743- 


1744 




rectum 


Invitrogen 


REC001 


17-18 29 33 62- 


33 71 


73-74 83 86 








113 


L26 146 153 


158 


167-169 195 








200 


06 251 309 


312 


341 344 368 








373 


88 395 408 


414 


420 430 441- 








442 


46 448 464 


468 


483 E17 537- 








540 547 557 585 


589 


602 623 628- 








629 632 645-647 


651 


657-558 659 








717- 


19 721 725 


726 


738 748 750 








756 752-753 766 


770 


774 790 819 








625 843 849 851 


881 


903 909 948- 








949 S 


60 986 995 




1023 1033- 








1034 


1064 1067 


070 


1075 1086 








1108- 


1109 1113 1130 


1139 1153 










1172 1178 1185 


1187-1189 






1205 


1220 1225 1240 


1244 1271 








1320 1323 


334- 


1335 1350- 






[ 1351 


1355 1369 1373 


1375 1425- 
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Tissue Origin 


RNA Source 


Hyseq 


SEQ ID 
































1610 1622 1627 1644 1658 1662 










salivary gland 


Clontech 


SflLOOl 


10 55 97 103 110 140 149 152 15B 








198 217-218 242-243 256 301 308 








312 321 333 351 354 360 410 437 
















569-570 572-573 590-591 624 636 
















809 825 848 865 879 906-907 925 
















1055 1366 1103 1150 1172 1181 
















1315 1320 1333 1336-1337 1346 
















1474 1482 1492 1494 1498 1511 








1523-1524 1537 1554 1596 1626- 








1627 1636 1652-1655 1658 16S5 








1671-1672 1691-1692 


salivary gland 


Clontech 


SALs0 3 


158 326 1423 1463-1464 


skin 


ATCC 


SFB001 


1320 1400 


fibroblast 








skin 


ATCC 


SFB0D2 


262 736 1025 1253 


fibroblast 














/ua lliy libU lfa31 1653 


fibroblast 








smalT" 


o ec 






intestine 






244" L 2fin 1 ?7~ 1 ?sn 151 ~ 55 203 








408 41? 414 416 ^ 
































569 570 585 ^ 
















718 750 7o4 780 798 829 842 857 
















906-907 912 919 sns' 895 
















10891097 1116~1117 1131 1148 








1169 1199 1219 1234 1247 1264 
















1349 1351 1374 1337 1398 1400 








1403 1407 1423 1428 1468 1498 








1501 1521 1550 1556 1585 1597 








1636 1638-1639 1645 1653 1656 








1662 1671 1575 1684 1691-1692 








1704 1711 1717 1719 1722 1725- 
















1762 1767 1780 1785 


skeletal 








muscle 






151 153 166 225-226 258 274 277 
















459 470 488 503-504 537-540 647 








660 S73-675 715 773 780 786 830 








905 922 950 363 982 99C 992 1020 








1047 1063 1115-1117 1121 1134 








1228 1268 1284 1298 1321 1329 








1336-1337 1343 1409 1413-1414 








1509 1599 1624 1644 1653 1712 


skeletal 


Clontech 


SKM002 


168 1683 1712 


muscle 








skeletal 


Clontech 


SKMs03 


235-235 1409 


muscle 










Clontech 


SKMs04 


235-236 - " " 


nuscle 








spinal cord 


Clontech 


SPC001 


4 9 11 17 30-31 35-35 43 46 SO 
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RNA Source 




SEQ 


ID NOS: 






















B2 85 92 94 10 


3 110 116 


139 157 








167 198 204-20 


5 210 215 










259 277 280-28 


L 300-302 


304 315 








317 372 379 38 


7 392 413 










430 433 448 46 


7 473 487 


489 505 








509 513 519 524 52S 537- 


540 543 








547 549 551 55 


5 567 569- 










607 616-617 623 625 637 










652 £57-658 670-671 673 










682 709 711 71 


719 728- 


729 734 








749-750 753 775-777 781 


789 791 








809 820 832 83 


-836 847- 










855 858 6S1 864 871-872 










898 906-S08 91 


919 924 


934 942 








944 970 985 99 


992-993 










1039 1053 1059 


1065 1072 


1075 








1077 1082 1085 


1097 1103 












1134 1151 










1174 1192-1194 


1215 1225 


1241 








1243 1283 1294 


1307 1312 


1320 








1323 1327 1330 


1350 1353 


-1354 








13 5 6 13 5 9 13 6 8 


1375 1400 


1405- 








1407 1423 1429 


1437 1443 


144B 








1454 1470 1482 


1492 1501 


1508 








1511 1529 1538 


1548-1549 


1565 








1571 1578 1598 


1500 1514 


1625 








1627 1530 1639 


1546 1651 


-1652 








1670 1586 1S9S 


1740 1751 


1755 














a u sp een 


on ech 


SPLcOl 


117 312 326 34E 


424 425- 


427 431 








845 865 1320 13 


30 1333 1344 








1355-1357 1371 


1387 1397 


1446 








1536 1579 1669 


1686 1739 


1767 


s omac 


on ec 


STO001 


10 15-15 51 68- 


69 100 117 149 








197 201 227-22E 


231 249 


273 280- 








281 287 291-292 


302 312 


358 352 








42S-427 430 446 


462 475 


479 535 








597 620 630 651 


S62-664 


722 73 9 










919 960 


964 965- 








967 976 1008 1C 


12 1032 1042 1053 










1208 1234 


-1235 








1259 1277 12B0- 


1281 1322 


1349 








1359 1369 1449 


1468 1474 










1487 1493 1493 


1557-1559 










1634 1651 1653 


1729 




thalamus 


Clont ch 


THR.002 


9 11 25 35 87 1 


12 137 146 180 








190 198 205 210 


212-213 


235-236 








239 261 2SB-269 


279 290 


301 325 








333-334 341 351 


356 364- 


65 379 








388 393 396 419 


-420 441- 


142 458 








477 483 508 525 


531 549 567 606 








608-609 647 681 


715 725- 


727 736 








774 782 784 794 


827 883 


90-891 








899-900 961 997 


999-1001 


1004 








1034 1055 1097 


1129 1144 


1145 








1150-1151 1157 


1172-1173 


1177 








1193-1194 1208 


1220 1249 


1280 








1305 1345 1355 


1359 1434 


1435 








1440-1441 1454 


1496 1546 


1549 








1562 1572 1578 


1590 1594 


1613- 








1614 1640 1651- 


1652 1671 










1688 1703 1743- 


1744 1746 


1747 








1753 






thymus 


Clontech 


THM001 


44-45 54 57-58 


52-64 79 


04 123 








126 134 153 193 


212-213 










243 258 274 277 


279 297 301 307 








327 330 333 342 


351 358 . 


71 410 








430 445 465-466 


468 471 4 


83 487 








493 503 506 509 


517 526 535 537- 
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SEQ 1 



• NOS: 



540 546 548 554 567 584 585 5! 
591 604 612 621 638-640 645-6' 
649 655 660 665 670 698 710 T. 
728 735 739 746 759 762 766-71 
775-777 780 784-785 800 802 8( 
824 825 828 845 851 858-859 8( 
856 870-871 87B 884 887 892 8! 
900 927 930-931 967 983 986 9! 
992 999 1014 1029-1030 1033 1( 
1066 1073 1103 1107 1113 1116- 
1117 1119 1140-1142 1158 1163 
1172 1177 1195 1206 1209 1213 
1216 1218-1219 1221-1222 1227 
1271 1277 1282 1320 1329 1349 
1367 1369 1383-1384 1417 1419 
1423 1425-1427 1448 1477 1488 
1493 1536 1554 1620 1644 1646 
1649 1654-1655 1661-1652 1669- 
1570 1674 1675-1677 1685-1688 
1707 1711 1731-1732 1737 



5-9 15-21 25 33 35-36 
50-51 54-55 60 75 83 87 89 93 
98-100 102 105 112 117 135-137 
141 143 146 157 167 169 192 195 
211 217-219 222 224 229 233 235- 
236 240-241 244 251-252 256 261- 
252 268-269 286 288 290 295 297 
301-302 309-310 315-317 321 324 
327 334 342 350 352-353 360 370- 
373 382 384 400 403 410 414-416 
424 430-431 436 445 454-45S 461 
464-467 470 472 474-476 483 488 
497 500 504 506 513 516 519-520 
524 526 530-531 534 537-540 549 
554-555 565-566 559-570 572-573 
575-577 586-587 595 603-604 606 
612 630-632 634 636 647 650 657- 
660 666-657 669 673-675 678 698 
700 703 708 720 725-726 731 738- 
739 743-744 750-753 757 759 763- 
765 767 772-779 7B7 789-790 798 
800 810 823 829 834-836 841 848 
854-856 859 861 854 870-B71 881 
890-891 83B 908-909 913 928 933 
941 949 958 961 953 967 959 975 
981 986 938-990 992 999 1007- 
100B 1014 1016 1039 1041 1073- 
1074 1079 1089 1097 1109 1114- 
1117 1122 1131 1140-1141 1144- 
1145 1163 1172 1175-1177 1186 
1196 1198 1205 1211 1216 1220 
1223 1227 1234-1243 1261-1262 
1267 1271 1280-1281 1284 1290 
1308 1317-1320 1322 1324-1325 
1327 1330 1334-1335 1339 1346 
1350-1351 1355 1357 1360 1370 
1374 1377-1379 1386 1389-1390 
1392 1337 1400 1402 1406-1407 
1417 1423 1425-1427 1440-1441 
1466 1474 1477 1483 1493 1498 
1504 1506 1525 1536 1545 1549 
1566 1594 1598-1600 1608 1611 
1614 1621 1623 1625 1632 1639 
1641 1644 1647 1649 1653-1656 
1658 1662-1663 1671 1673 1678- 
1681 1686-1688 1693 1705 1707 
1711 1717-1718 1726-1727 1731- 
1733 1737-1738 1743-1745 1758- 
1761 1771-1772 1779 1786 
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Tiasue Origin I RNA Source 
thyroid git 



SEQ ID NOS: 



57 £3-61 65-66 71 83 94-95 98- 
100 102 104 110 112 115-117 119 
123 127 133 136-137 140 149 152- 
153 155-158 1S3-164 168-169 171 
186 190-192 197 201-203 219-220 
229 233-237 246-247 253 256 258 
262 265-266 266-269 277 280-281 
284-286 288-289 298-299 302 309- 
311 317 321 326 332 335 341-342 
344 348 350 354 358-359 363 3S8 
371-373 382-383 385 394 398 400- 
4C1 411 414-415 421 424 430-431 
433-435 443-446 450-452 454-455 
458 472-474 47S-478 482 484-485 
487-488 490-494 496-497 500-501 
503-504 506 509-513 516-517 519 
524 526-527 529 535-540 547 549 
562 564 569-570 575-576 588 594- 
535 601-602 504 606 610 612 615- 
617 619-623 628-630 634-635 642 
647 649-651 560 662-665 668 670 
681 690-694 696 698 700 709 721 
727-729 732 734 738 740-741 743 
745 750 759 761 763 765 770 773 
780 785 795-796 798 802 804 823- 
824 826 828 833 838 841-845 847 
849 857-860 867 874-875 878 880- 
881 887-888 890-892 894-895 898 
908 910-911 913-914 922-923 926- 
927 929 932-934 937 939 941-942 
948 953 957 961 963-964 966 978- 
979 981-982 987 990 992 1001 
1004-100S 1010 1014 1020 1024 
1033 1038-1039 1044 1047 1050 
1052-1054 1056 1058 10S8 1070- 
1071 1077-1079 1088 1094-1097 
1105-1106 1112-1113 1116-1117 
1124 1126 1128-1129 1131 1134 
1136-1137 1142-1143 1146-1147 
1149-1130 1156 1161-1164 1167 
1170-1173 1177-1181 1190 1192 
1197 1200 1204 1208-1209 1214 
1217 1219 1222 1230 1232-1233 
1235 1241 1245 1247 1254 1257- 
1258 1250 1262 1271-1273 1283 
1286-1239 1299 1306 1314 1320 
1330-1332 1334-1335 1342 1345 
1349 1365-1367 1370-1372 1374 
1381 1394 1407 1419 1428"1436- 
1437 1440-1441 1443 1446-1449 
1454 1459 1461-1462 1468 1470- 
1471 1475 1477 1479 1482 1491 
1497-1498 1504-1505 1507 1513 
1522 1524-1526 1528 1531 1534 
1536-1537 1548 1550 1553 1555- 
1539 1562 1567 1578 1590-1591 
1597 1599-1601 1612 1614 1616 
1619-1620 1622 1624-1626 1628 
31-1632 1634 1S36 1639 1644- 
1653-1656 1658 



1645 1648 1651 
1660 1662-1663 
1675 1678-1681 
1691-1692 1703 
1724-1726 1729 
1740 1743-1744 
1761 1770 1777 



1667 



1669 167] 



16B3-1686 1689 
1709-1711 1717 
1734 1737-1738 
1749 1753 1759- 
1786 
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Tissue Origin 






SKQ 


ID NOS: 








Library Name 














; 352 372 377 384 414 


424 


445-446 






454 472 474 493 


496 


5S0 


579 588 






! 593 597 607 SIS 


62S 


681 


702 719 






810 859 86G 978 894 




912 916 








922 932 935 1046 1075 10 


80 1099- 








1102 1113 1208 


1215 




-1233 








1237 1281 1312 


1385 


1387 










1414 1424 1430 


1437 




1505 








15S9 1579 1586 




1641 


1653 








1667 1671 1576- 


1677 


1683 


1691- 








1692 1711 1717 


1726 


1.772 




uterus 


Clontech 


OTR001 


17 19 25 41 46 


57-58 61 


89 104 








108 139 152 174 198 


200- 


201 206 








263-265 274 29C 


387 




420 438 








446 448 452 473 


491 




499 503 








506 513 519 522 


526 


530 


542-543 








560 601 610 632 


659 




720 751 








773 780 833 845 




872 


877 912 








929 934 937 996 


1009-1011 1018 








1050 1075 1107 


1124 


1170 










1258 1279 1287 


1310 


1320 


1323 








1343-1344 1375 


143 7 


1451 


-1452 








1478 1481 1498 


1519 


1521 


1536 








1552 1579 1S97 


1602 




1620 








1626-1627 1649 




1661 


1670 








1719 1722-1723 









TRA DOCS : 1 4 1 6 1 9 1 . 1 (%CQN0 1 ! . DOC) 
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TABLE 2 
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ID 

NO: 


ACCESSION 
NUMBER 


SPECIES 


DESCRIPTION 


WATERMAN 
SCORE 


IDENTITY 


1 


Y41736 


Homo 


Human PR01114 protein 




100 


2 


Y66S56 




Mei bi ne-bound protein 
PR0943 . 


23 89 


99 




AF113136 


Homo sapiens 


IL-1 receptor-associated- 
kinase-M; IRAK-M 






4 


AFD17806 


Mus rausculus 


Zn-15 transcription factor 


S351 






X02761 


Homo sapiens 


fibronectir. precursor 


1053b 


98 














a 


X027S1 


Homo sapiens 


fibronectin precursor 


125S4 


99 








protein, GAPCenA 








W8B501 




HPlC^s'encode^protein Cl ° ne 


2381 


100 


11 


AF117754 


Homo sapiens 


thyroid hormone receptor- 


11336 


98 


12 


Z97530 


Homo sapiens 


dJ46£K1.4 (novel protein 
similar to ANK3 (ankyrin 3, 
node of Ranvier (ankyrin 


89S 


100 


13 


Y58520 


Homo sapiens 


Protein regulating gene 


18 94 


98 


14 


AF213457 


salens 


triggering receptor expressed 


1238 


100 


IS 


AF233453 


Homo sapiens 


RACK- like protein PRKCBP1 


3124 


99 




AF201303 




RIP6G 








AFQ54205 










19 


UQQ059 


Saocharomyce 
Ho-no^a^elS - 


Yhrl21wp 


174 




26 


~~20 


AB032903 


omo sapiens 


n i h ha 

reductase isolo a & 




99 


"21 


AB032903 


Homo sapiens 


—— H ri 

reductase isolcg 


~14B5 


— 


22 


AF140507 


Homo sapiens 


Ca2 + / ca lmodu 1 in- dependent 


3083 


"55 


23 


AF140S07 


Homo sapiens 


Ca2+/ calmodulin -dependent 


2300 


99 


24 


AJ289131 


Homo sapiens 


chondroitin l-o- 


2211 


99 


25 


U334S0 


Homo 


DNA-directed RNA polymerase 
I, largest subunit 


8777 


98 


26 


Y44488 


Homo sapiens 


ACRP30R2 variant protein. 


1387 


100 








-ibo°omal protein L2^a 






~28 


UQ2032 


Homo sapiens 




~TW) 


~97 


29 


Y41324 


Homo sapiens 


Human secreted protein 
HNFIY77. 


1083 


99 








system protein 2. 












system protein 2. 






32 


AF231917 




oxidase HA0X2 






33 


Z29481 


Homo sapiens 


3 -hydroxyanthranilic acid 
di oxygenase 


1507 


99 


34 


AB001451 


Homo sapiens 


Sck 


2869 


100 


35 




Homo sapiens 


precursor polypeptide (AA -34 
to 287) 


1667 


99 


36 


Y00S44 


Homo sapiens 


precursor polypeptide (AA -34 
to 287) 


1104 


98 


37 


¥78795 


Homo sapiens 


Human antizuai-2 (AZ-2) amino 
acid sequence . 


3586 




38 


Y78795 


Homo sapiens 


Human antizuai-2 (AZ-2) amino 
acid sequence . 


4726 
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IDENTITY 








Human antizuai-2 (AS-2) amino 


3555 










M-phase phosphoprotein-1 


3747 


100 


Ti 





Homo sapiens 


Human calcium binding protein 
1 (CaBP-1) . 


~795 


100 




AF282626 


Homo sapiens 


latexin 


"TXB9 


100 








Human secreted protein, SEQ 
ID NG: 6231. 


384 


94 


. 


L'19617 


Mus irusculus 


Elf -1 


2724 




45 


U19617 


Mus musculus 


Elf-1 


2052 


86 


45 


AE100758 


Homo sapiens 


osteoinductive factor OIF 


1538 


100 






Homo sapiens 


Human SPROUTY-1 protein, SEQ 
ID NO: 24. 










Homo sapiens 


T3 gamma precursor (aa -22 to 
ISO) 


942 


99 






Homo sapiens 




5845 


99 


52 


M^4()4"i 


norvegicus 


rab-related GTP-binding 


1089 


96 




L31783 




917 


71 






How sapiens 


transcription factor 






55 


AF224741 


Hotio sapiens 


chloride channel protein 7 




| ^ q 






Homo sapiens 


encoded by gene 77 clone 
HOEAS24 . 




57 


Z5Q907 


Homo sapiens 


Human TBC-1 cDNA from second 1 4 824 
transcript. 


100 


— 


D793g4 


Homo sapiens 


similar to ankyrin of j 6089 
Chroma tium vinosum. 


""99 






Homo sapiens 


similar to ankyrin of 4014 
Chroraatium vinosum. 




Y59738 


Homo sapiens 


Human normal ovarian tissue 
derived protein 15 . 






SI 


AB031069 


Homo sapiens 


protein containing CXXC 
domain 1 


1390 


100 


62 


Y66660 




Membrane -bound protein 
PR07 83 . 




99 


63 


Y66560 




Membrane -bound protein 
PR0783 . 


1709 


99 






Rattus sp. 


tricarboxylate carrier 


895 




~65 


AF139518 


Rattus 
norvegicus 


A-kinase anchor protein 


178 


~24 


66 


W29566 


Homo sapiens 


Homo sapiens DH13081 clone 
secreted protein. 


157 


30 


57 


AJ245738 




claudin-15 


1206 


100 






Rattus 
norvegicus 


GLUT4 vesicle protein 


4183 






AF099138 


Rattus 


GLUT4 vesicle protein 


490S 








Caenorhabdit 


Similarity to Drosophila ring 
canal protein comes from 


12B5 




71 


AP224278 


Homo sapiens 


PMEPA1 protein 


1282 


100 




AF126426 


Homo sapiens 




1809 




"73 






Hur.an H3K2 protein sequence . 


2065 


99 


74 


Y41S52 




Human M3K2 protein sequence . 






75 


AF188622 


Mus mus cuius 


selectively expressed in 
embryonic epithelia protein-l 


1485 


74 


75 


AE000406 


Escherichia 


putative DMA topoisomerase 


950 


100 


11 


X99302 


Homo sapiens 


Popl 


655 


100 


78 


AL13S538 


Schizosaccha 

romyces 

pombe 


similarity to S. cerevisiae 
ktil2 protein 


210 


31 


79 


AF12975S 


Homo sapiens 


G4 


1554 


99 
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8 0 


AL09S7G8 


H 


dJ858B16 .2 
(phosphatidylserine 
decarboxylase (PSSC, EC 
4.1.1.6S)) 


2033 






AL096768 


Homo sapiens 


dJ858B16.2 
(phosphatidylserine 
decarboxylase (PSSC, EC 
4.1.1.65) ) 


1220 


96 


82 


X57351 


Homo sapiens 


1-8D 


677 


98 




AC005594 


Homo sapiens 


R26984 1 


2700 


98 


84 


X73113 


Homo sapiens 


fast MyBP-C 


5959 


S9 


85 


AF097330 


Homo sapiens 


HI chloride channel; p64Hl; 
CLIC4 


1305 


99 


8S 


AB018423 




SH2 domain- containing protein 


1360 


78 


87 AF272151 


Homo sapiens 


adaptor protein CIKS 


3084 


99 


88 | AF19S32S 

1 


sapiens 


triggering receptor expressed 
on monocytes 1 


1214 




89 


AB01S879 


Arabidopsis 
thaliana 


contains similarity to pre- 

mRNA splicing 

f actor-gene_id:MRE17 . 2 


634 


3 6 


SO 


AJ133721 


Mus raus cuius 


homeodomain protein 


654 


57 


91 


AJ242864 


Mus musculus phtf protein 


619 


61 


32 


A61971 


unidentified j MCSP 


11676 




93 


YS93S5 




Human PRO1250 (UN0633) amino 
acid sequence SEC ID NO.-B6. 




~10C) 


94 


¥87231 


Homo sapiens 


Huniar. signal peptide 
containing protein HSPP-6 
SEQ ID NO: 8. 






95 


AF22 7 741 


Rattus 


protein kinase WNK1 






96 


AF227741 


Rattus 
norvegicus 


protein kinase WNK1 


19S1 


94 


97 


Y92S13 




Human OXRE-10. 


1626 


Too 


98 


AL0213S6 


Homo sapiens 


CICK0721Q.3 (Kinesin related 


3423 


100 


99 


AC005783 


Homo sapiens 


R33083_l 


1974 


99 


100 


YS5293 




Human GEF containing NEK-like 
kinase substrate sGNK. 


4092 


99 


101 


AL118501 


Homo sapiens 


dJ1191N16.1 (A novel protein 
(translation of the cDNA 
DK?Zp566A0946, Em:AL050Q69) ) 






102 


AJ006267 


Homo sapiens 


ClpX-iike protein 


3233 


100 


103 


AF100753 


Homo sapiens 


ancient ubiquitous 4 6 kDa 
protein AUP1 


2042 




104 


AB015982 


Homo sapiens 


serine/threonine kinase 


4718 


100 


105 


AF151074 


Homo sapiens 


HSPC240 


831 




106 


M35522 


Canis 
familiaris 


GTP-binding protein (rab7) 


354 


50 


107 


R99800 


Homo sapiens 


NTII-1 nerve protein, 
facilitates regeneration of 


2337 


93 




AF125533 


Homo sapiens 


NADH- cytochrome b5 reductase 
isoform 


1290 


93 


109 


AC005614 




F23269_2 


3369 


99 


110 




Homo sapiens 


RAN binding protein 16 


3285 


100 


111 


X52425 




interleukin 4 receotor 


4496 






Y41686 




Hunan PR02 74 protein 
sequence . 


2285 


100 


113 


W15506 


Homo sapiens 


Mitogen activating protein 
kinase ERK1. 


1991 


100 




Y71071 


Homo sapiens 


Human membrane transport 
protein, MTRP-16. 


1190 


99 


115 


AL043548 


Homo sapiens 


dJ398G3.1 (ortholog of rat 


3497 






AF189817 


Mus musculus 




1124 


90 


117 


W30891 




Human cytostatin III protein. 


715 


99 
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118 


AF11G618 


Homo sapiens 


PRO103 8 


1469 


Too 


119 


Y3891S 


Homo sapiens 


alpha 4 protein 


1748 


100 


120 


AP098070 


Drosophila 
melanogaster 


Lisl hcmolog 


192 




121 


AF052432 


Homo sapiens 


katanin p8 0 subunit 


181 


37 


122 


Y70743 


Homo sapiens 


PSEQ-1 protein encoded by 
NSEQ gene associated with 
matrix remodelling. 


2637 


98 


123 


AF083246 


Homo sapiens 


HSPC028 


2132 


100 


124 


Y27096 


Homo sapiens 


Human viral receptor protein 
(ACVRP) . 


^833 


99 


125 


MS3109 


Leishmania 


glycoprotein 96-92 


172 


27 


126 


U75467 


Drosophila 


Atu 


935 

^ 


36 


127 


Z5B220 


rfelegans" 


Similarity to Human ADP/ATP 
carrier protein 




43 


12B 


AF095927 


Rattus 
norvegicus 


protej.ii phosphatase 2C 


1927 


94 


129 


W92958 


Homo sapiens 


Human zsig44 protein. 


463 


100 


130 


AF115391 


Lactobacillu 


ribokinase RbsK 


500 


37 


131 


X93498 


Homo sapiens 


21-ulutarr.ic Acid- Rich Protein 


1250 


1D0 


132 


X93498 


Homo sapiens 


21-Glutamic Acid-Rich Protein 


916 


8 7 


133 


W52311 


Homo sapiens 


Human DBI/ACBP -like protein 
(DBIH) . 


705 




134 


Y84444 


Homo sapiens 


Amino acid sequence of a 
human RNA- associated 
protein. 


3230 


100 


135 


M69181 


Homo sapiens 


non-nuscle myosin B 


189 


20 


13S 


W74882 


Homo sapiens 


human secreted protein 
encoded by gene 154 clone 
HE6FL83 . 


480 


100 


137 


W78200 


Homo sapiens 


Hurnan secreted protein 
encoded by gene 75 clone 
HHGAU81 . 


855 


99 


13a 


AL03 3T.20 


Homo sapiens 


dJ349A12.1 (similar to 
KIAA0701 protein) 


424 


39 


"T39 


AF020261 


-l^tEiiPS 


proline rich protein 


119 


30 


140 


X70394 


Homo sapiens 


zinc finger protein 


1634 


100 


141 


Y06439 


Homo sapiens 


Human protease HUPM-8. 


936 




142 


Z68493 


Caenorhabdit 


predicted using Genefinder 


365 


42 


143 


AB0181O7 


Arabidopsis 
thaliana 


ADP-rihosylation factor-like 


-596 


65 


144 


AF161483 




HSPC134 


580 




145 


Y84902 


Homo sapiens 


A. human proliferation and 
apoptosis related protein. 


480 


100 


146 


AB004906 


Ipomoea 
purpurea 




146 


20 


~T47 


AC007357 


Arabidopsis 
thaliana 


F3F19.18 


S47 


31 


148 


W75155 


Homo sapiens 


Humar. secreted protein 
encoded by gene 41 clone 
HNTME13 . 


1494 


98 


149 


AF056490 


Homo sapiens 


cAMP -specific 
phosphodiesterase 8A 


3710 




150 


Y58171 




Human hydrolase homologue 
HHH-7 . 


785 




151 


010397 


Saccharomyce 


Yhrl48wp 


515 




152 


X73478 


Homo sapiens 


phosphotyrosyl phosphatase 


1719 


99 


153 


AL049G97 


Homo sapiens 


dJ382I10.5.1 (novel protein 


2034 | 99 
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similar to arginyl-tRNA) 






154 


AF169802 


Homo sapiens 


cytochrome bS reductase b5R.2 


1455 


59 


155 


X94703 


Homo sapiens 


rab2 8 


1126 




15S 


Y25716 


Homo sapiens 


Human secreted protein 
encoded from gene S . 


14 71 


100 


158 


W77404 


Homo sapiens 


Secreted salivary polypeptide 
zsig32. 


937 


100 


159 


Y17248 


Homo sapiens 


Human protein kinase 
inhibitor-2 (PKI-2) . 


383 


100 


ISO 


J04970 


Homo sapiens 


carboxypeptidase M precursor 


2395 


100 


161 


W54040 




Human interferon-inducible 
protein, HIFI. 


484 


98 




AL022724 


Homo sapiens 


dJ413H£.l.l (hamster 
Androgen-dependent Expressed 
Protein LIKE putative 
protein) (isoform 1) 


1357 


100 


163 


AF12553S 


Homo sapiens 


pp21 homolog 


193 


45 


154 


G03632 


Homo sapiens 


Human secreted protein, SEQ 
ID NO: 7713. 


463 


97 


1S5 


AJ250839 


Homo sapiens 


serine/threonine protein 


1442 




1GS 


L09649 


Zymomonas 
mobilis 


zm2 


173 




167 | Y73337 


Homo sapiens 


HTRM clone 1944530 protein 

sequence . 


1204 


Too 


168 


W8864S 


Homo sapiens 


Secreted protein encoded by 
gene 112 clone HUKFC71. 


1084 


100 


169 


AF214731 


Homo sapiens 


ATP-dependent RNA helicase 


4402 


100 


170 


AE000871 


Methar.obacte 
rium 

thermoautotr 


conserved protein 


156 


27 


171 


Y27684 


Homo sapiens 


Human secreted protein 
encoded by gene No. 113. 


821 


100 


172 


AF226044 


Homo sapiens 


HSNFRK 


2904 


100 


173 


AC245946 


Homo sapiens 


neuroglobin 


779 


100 


174 


D43949 


Homo sapiens 


This gene is novel. 


3202 


100 


175 


YC7923 


Homo sapiens 


GTP-binding protein 


1205 


100 


176" 


W90338 


sapiens 


Human DPI homologue protein. 


965 


100 


177 


Y41675 


Homo sapiens 


Human channel-related 
molecule HCRM-3 . 


1122 


100 




Y41674 


Homo sapiens 


Human channel-related 
molecule HCRM-2 . 


936 


99 


179 


AF220492 


Komo sapiens 


krueppel-like zinc finger 
protein HZF2 


4100 


99 


180 


X03084 




Ciq B- chain precursor 


1240 


100 


181 


U57344 


Mus musculus 


Meis3 


1813 


89 


183 


U57344 


Mus musculus 


Meis3 


1743 






U57344 




Meis3 


1070 


86 


185 






p53 regulated PA26-T2 nuclear 


1389 


58 


186 


AF200357 


Mus musculus 


pantothenate kinase 1 beta 


1605 


82 


187 


W75058 


Homo sapiens 


Hunan secreted protein 
encoded by gene 2 clone 
HLDBS33 . 




99 


188 


AJ292529 


Homo sapiens 


tour 1 


2424 


100 


190 


X54134 


Homo sapiens 


protein-tyrosine phosphatase 


3705 




191 


Y22203 


Homo sapiens 


flu C 1 III lill 1 J 

phosphoprotein, CBPP-l, 
protein sequence . 


1083 


99 


192 


WS3692 




Human secreted protein 12. 


1975 


100 


193 


W87772 


Homo sapiens 


Huma.-. serum glucocorticoid- 
regulated kinase (H-SGK2) 
polypeptide. 


2605 


99 
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194 


AF084259 


Hus musculus 


bromodoma in -containing 
protein BP75 


S93 


~54 


195 


Y00752 


Rattus 
norvegicus 


serine dehydratase (AA 1 - 
327) 


994 


61 


196 


W9534S 


Homo sapiens 


Human foetal brain secreted 
protein £hl70_7. 


259S 


100 


197 


AB028859 


Homo sapiens 


hDj9 


1890 


100 " 




W95633 


Homo sapiens 


gene clone hm23S_l. 


1614 


100 


199 


Y44277 




Human nucleic acid methylase- 


2096 


39 


200 


AB030039 


Homo sapiens 


hPACPLl 


2258 


100 


201 


X54162 


Homo sapiens 


S4 Kd autoantigen 


2918 


99 


202 


G02061 


Homo sapiens 


Human secreted protein, SEQ 
ID NO: 6142. 


5S8 


99 


203 


X13885 


Nicotiana 


extensin (AA 1-620) 


185 


33 


204 


J04204 


Bos taurus 


32 kd accessory protein 






205 


J04204 




32 kd accessory protein 


1101 


100 


207 


Y87283 




Huran signal peptide 
containing protein HSPP-60 
SEQ ID NO:60 . 






"208 


Y02860 


Homo sapiens 


Fragment of human secreted 
protein encoded by gene 65. 


936 




209 


AL121889 


Homo sapiens 


dJ1076E17.1 [KIAAC823 protein 
(continues in AL023803)) 


694 


54 


210 


AF226732 


Homo sapiens 


NPD007 


1345 


76 




XSS295 




Clq C chain 


970 




212 


Z29328 


Homo sapiens 


Ubiquitin-conjugating enzyme 
UbcH2 


966 


100 


213 


Z29328 


Homo eapiens 


Ubiquitin-conjugating enzyme 


542 


98 


214 


AJ002030 


Homo sapiens 


progrescerone binding protein 


1163 




215 


X70649 


Homo sapiens 


member of dead box protein 




100 


21S 


AF250558 


Homo sapiens 


claudin-2 


1169 


99 


217 


AL021453 


Homo sapiens 


dJ821Dll.l (PUTATIVE protein! 




100 








UDP-GalNAc : polypeptide N- 
acetylgalactosaminyltransfera 

Human inflammation associated 
protein 


T067 


y. 


219 


Y94452 


Homo sapiens 


Too 


220 


AL035S21 


Arabidopsis 
thaliana 


putative protein 


315 


42 


221 


AL031786 


romJces a0Cha 
pombe 


putative proline-trna 


811 


41 


222 


AL109736 


Schiaosaccha 

romyces 

pombe 


WD repeat protein 


526 


40 


223 


X52493 


Glycine max 


DMA-directed RNA polymerase 




23 


224 


AL035S59 


Homo sapiens 


dJ97SNl.l (du979Nl.l) 


5199 


98 


22S 


AB032401 


Mus musculus 


mmb j 4 


17S1 




22S 


AB032401 


Mus musculus 


mmDj4 


1988 


92 




X83502 


Sac char omyce 


J1007 


112 




228 


X83502 


Saccharomyce 


J1007 


79 


25 


229 


AF143723 


Homo sapiens 


heat shock protein HSP60 


2557 


99 


230 


Y6SS77 


sapiens 


n i i 
PR082 8. 




100 


231 


AB0274SS 


Homo sapiens 




1756 


99 


232 


W95S34 


sapiens 


Hotio sapiens secreted 
protein. 


1391 


100 




W00365 


Homo sapiens 


Human cyclin Bl . 


2218 


99 


234 


Y53762 


Homo sapiens 


A STP -binding polypeptide 


1017 
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designated RAQ. 






235 


Z5C749 


Homo sapiens 


yeast sds22 homolog 


1800 


TOO 


236 


Z50749 


Homo sapiens 


yeast sds22 homolog 




-gjj 


237 


ABG26491 




PICK1 " 


2137 




238 


AJ270205 


Entodinium 
caudatum 


putative 

phosphatidylinositol-4- 
phosphate 5-kinase 


114 


37 


239 


AB030189 


Mus rausculus 


contains transmembrane (TM) 
region and ATP binding region 


710 


93 


240 


W56538 


Homo sapiens 


Human hedgehog interacting 
protein (HIP) . 


3785 


99 


241 






protein (HIP) . 






242 


AF155107 


Homo sapiens 


NY-REN-37 antigen 






243 


AP1S5107 




NY-REN-37 antigen 


1005 


100 


244 


AL031320 


Homo sapiens 


diT20N2.1 [novel protein 
similar to yeast and 
bacterial cytosine 
deaminase) 






245 


U3702S 


norvegicus 


sodium channel beta 2 subunit 


162 


30 


246 


AL078599 


Homo sapiens 


dJ991C6.1 (novel protein 
F55A12.9 (Tr:P9108S)) 


2391 


98 


247 




Saccharomyce 


Ydr3 8fawp; CAI : 0.12 


191 








sapiens 


Human PK0864 protein 
sequence . 




100 


249 


AB029434 


Homo sapiens 


ghrelin precursor 


611 


100 


250 


X97831 


Rattus 


carnitine /any! carni ti ne 
carrier protein 


246 


38 


251 


W80993 


sapiens 


Human RIP- interacting factor 


1724 


100 


252 


Y94873 




Human protein clone HP02632. 


1876 


100 


253 


W59876 


Homo sapiens 


Amino acid sequence o£ the 
cDNA clone AIF-2 (HEBGM49) . 


~265 




254 


AL354533 


Leishmania 


possible adenylate kinase 


-34 


255 


AF233322 


Mus musculus 


zinc transporter like 2 


1916 




256 


Y78113 


Homo sapiens 


Human cytokine signal 
regulator CKSR-1 SEQ ID 


2247 


99 


257 


AL03 5 53 9 


Arabidopsis — 
thaliana 


putativ- amino acid -ra'ns ort 
protein" 1 9 ^ L " LanSp ° 1 


~390 


"27 


258 


W74787 


Homo sapiens 


Human secreted protein 
encoded by gene 58 clone 
HHFHN61. 


~Tl71 


100 


25S 


AL035689 


Homo sapiens 


dJ187Jll.l (novel protein 
similar to protein kinase C 
inhibitors) 


~9Ti 


"Too 


260 


AE00Q909 


Methanobacte 
thermoautotr 


serine/ threonine protein 
kinase related protein 


363 


30 


261 


AL050131 


Homo sapiens 


hypothetical protein 


626 


100 


262 


AF019661 


Mus mus cuius 


zeta proteasome chain; PSMA5 


1214 


100 


263 


AL0355S3 


Homo sapiens 


dJ310J6.1 (novel protein) 


821 




264 


AL022318 


Homo sapiens 


:2.3 (PUTATIVE novel 
protein similar to APOBEC1) 


1072 


100 


265 


AF205940 






1289 


100 


266 


AL023583 


Homo sapiens 


dJ500I>14.1 (novel protein) 


789 


100 


267 


AL034548 


Homo sapiens 


dJ1103G7.3 (novel protein 
kinase domains containing 
protein similar to 
phosphoprotein CBFW) 


1888 


99 
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TABLE 2 



SEQ 
NO: 


ACCESSION 
NUMBER 


SPECIES 


DESCRIPTION 


SMITH- 
WATERMAN 
SCORE 


% 

IDENTITY 


268 


AF161470 


Homo sapiens 


HSPC121 


1884 


98 


269 


AF161470 


Homo sapiens 


HSPC121 


1232 


96 


270 


X90763 




HHa5 hair keratin type I 
intermediate filament 


2190 




271 


AF207600 


Homo sapiens 


ethanolamine kinase 


1952 


100 


272 


M32334 


Homo sapiens 


intercellular adhesion 
molecule 2 


143S 


100 


273 


AF161483 


Homo sapiens 


HSPC134 


663 




274 


Y53052 


Homo sapiens 


Kuir.an secreted protein clone 
df202_3 protein sequence SEQ 
ID NO: 110 . 






276 


Y77576 


Homo sapiens 


Human cytoskeletal protein 
(HCYT) (clone 2195418) . 


762 


100 


277 


AF077042 


Homo sapiens 


3 OS ribosomal protein S7 
homolog 


12S9 




27B 


Y94907 


Homo sapiens 


Human secreted protein clone 
calOS 19x protein sequence 
SEQ ID NO: 20. 


1619 


"98 


279 


Y68788 


Homo sapiens 


Amino acid sequence of a 
human phosphorylation 
effector PHSP-20. 




"93 ' ■ 


280 


Z75134 


Cams 

tamiliaris 


rod transducin 


1816 


100 


281 


Z75134 




rod transducin 


1718 


96 

Too 


282 


AF249873 


Homo sapiens 




1395 


283 


AL050C07 


Hono sapiens 


hypothetical protein 


405 


98 




AF201S31 


Homo sapiens 


DC1 


1859 


99 


285 


AF15S102 


Homo sapiens 


ELL complex EAP30 subunit 






286 


Y35897 


Homo sapiens 


Extended human secreted 
protein sequence, SEQ ID NO. 
146. 


1250 


-53 


287 


08S9S4 


Homo sapiens 


HEM45 


"923 




288 


AL050143 




hypothetical protein 


598 


100 


289 


AJ011O98 


Homo sapiens 


telethonin 


574 


100 




Y66724 


sapiens 


Membrane -bound Drotein 
PR083 6. 


2321 


100 


291 


AF034801 


Homo sapiens 


Iiprin-alpha4 


2565 


98 


292 


AF034801 


Homo sapiens 


liprin-alpha4 


2590 


100 


293 


AL049851 


Homo sapiens 


dJ835J22B.l (novel protein 


"1738 


100 


294 


Y73348 


Homo sapiens 


HTRM clone 839651 protein 


1245 


99 


295 


L11672 


Homo sapiens 


= inc imgei protein 


1694 


~44 


296 


AL035423 


Homo sapiens 


dJ20I3.1 (brain mitochondrial 
carrier protein-1 (BMCP1) ) 


1024 


79 


297 


AF198532 


Homo sapiens 


lymphoid enhancer binding 
factor-1 


2173 


100 


298 


AF161417 


Homo sapiens 


HSPC299 


1147 




299 


AF159141 


Homo sapiens 


breast cancer metastasis- 
suppressor 1 


1235 


| 5 


30Q 


U26397 


norvegicus 


inositol polyphosphate 4- 
phosphatase 


1G0 


30 


301 


AF036145 


Homo sapiens 


menrngi 031a - expressed antigen 
5 


3458 


100 


302 




Homo sapiens 


-1-? transferase 


2067 




303 


AF269232 


Mus musculus 


butyrophilin-like protein 
BUTR-1 


271 


50 


304 


AJ222S44 


Arabidopsis 
thaliana 


asparaginyl-tRNA synthetase 


659 


50 


305 


AF0541B0 


sapiens 


hematopoietic cell derived 
zinc finger protein 


351 


79 


30S 


AJ272079 


Homo sapiens 


APOBEC-1 stimulating protein 


3056 


100 


308 


Y44486 




Human GPRW receptor 
polypeptide . 


1721 


100 


309 


AJ131891 


Homo sapiens 


DNA polymerase mu 


2598 


100 
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TABLE 2 



SEQ 
ID 
NO: 


ACCESSION 
NUMBER 


SPECIES 


DESCRIPTION 


WATERMAN 
SCORE 


1 ENTITY 


310 


AF29333 5 


Homo sapiens 


p3 0 DBC 


1248 


92 


311 


AF176525 


Mus musculus 


F-box protein FBL12 




93 


312 


X57802 


Homo sapiens 


chain 03lObU:L:Lrl lambda llght 




81 


313 


Z36715 


Homo sapiens 


Net 


"2048 


"98 


314 


AF161532 


Homo sapiens 


HSPC047 


727 


100 


315 


AF208068 


Homo sapiens 


kelch-like protein KLHL3a 






316 


YS6666 




Membrane -bound protein 


1166 


100 


317 




Homo sapiens 


Human Ras protein RAPR-1. 


1253 


98 


318 


AJ387747 


Homo sapiens 


sialin 


2614 


99 




AF1S13S2 




HSPC099 






320 


Y68773 


Homo sapiens 


Amino acid sequence of a 
effector PHSP-5. 


2243 


99 




AJ238379 










322 


AB040812 


Homo sapiens 


protein kinase PAK5 


3792 




323 


Y95013 




Human secreted protein 
vc48_l, SEQ ID NO: 66. 


913 


-im 








Amino acid sequence of 
protein PR0271. 






325 


Y94944 


Homo sapiens 


Human secreted protein clone 
bfl57_16 protein sequence 
SEQ ID NO: 94. 


2305 


98 


325 


Y76384 


Homo sapiens 


Retinoblastoma binding 
protein- 7sequence. 


6728 


99 


327 


AF198532 


Homo sapiens 


lymphoid enhancer binding 


2173 


100 


323 


Z78013 


Caenorhabdit 
is elegans 


Similarity to Drosophila 
Cadherin- related tumor 
suppressor 


569 


33 




AF2I292I 




KMTV receptor variant 1 




94 


330 


7,75330 


Homo 
sapiens] 
>R65207 
R65207 02- 

AUG-1993 

stromalin-1. 


nuclear protein SA-1 


6492 










GENS CAN , FGENES and GENEWISE) 






332 






protein sequence, SEQ ID NO. 








AJ271SS9 










334 


AF156598 


Mus musculus 


p53 -regulated DDA3 


997 


64 




M99058 


maxima 


Eimeria tenella gene etlOO 










Homo sapiens 


r^3 a UNC°™°/l) JUe se f uence 53 


3386 


97 


337 


Y85564 


Homo sapiens 


Human hcmologue of UNC-53 
(Hs-UNC-53/1) sequence. 


"2602 


94 


338 


Y85564 


Homo sapiens 


Human hcmologue of UNC-53 
(Hs-UNC-53/1) sequence. 


3447 




339 


ZSS5S1 


Caenorhabdit 
is elegans 


Simi.aricy to Human rabl3 
protein (PIR Acc. No. 
A49647) . 


716 


34 


340 


AB021643 




gonadotropin inducible 
transcription repressor-3 


2761 


99 


341 


G01946 




Human secreted protein, SEQ 
ID NO: 6027. 


465 


98 


342 


AF020591 


Homo sapiens 


zinc finger protein 


1091 


48 


343 


L29154 


Homo sapiens 


immunoglobulin heavy chain 


439 • 


84 
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TABLE 2 



SEQ 
ID 


ACCESSION 


SPECIES 


DESCRIPTION 


SMITH- 
Wi SCCIfE AW 


% 

IDENTITY 








VDJ region 







344 


U10281 


Sus scrofa 


gastric mucin 


"279 


~2i 


345 


AK000404 


Homo sapiens 


unnamed protein product 


3T77 


~~99 


34S 


L22557 


norvegicus 


calmodulin-bindinq protein 


~1949 


"8T" 


347 


L22557 


Rattus 

norvegicus 


calmodulin-binding protein 


23S3 


~91 


348 


ALQ49481 


Arabidopsis 
thai i ana 


AIGl-like protein 


315 


30 


350 


AJ25151S 


Mus musculus 


cysteine and histidine-rich 


1450 


99 


351 


AK024477 


Homo sapiens 


FLJQ0070 protein 


"1773 


"Too 


352 


U50133 


Homo sapiens 




502 


33 


3 53 


AK000625 


Homo sapiens 


unnair.ed protein product 


721 


100 


354 


AF161420 




HSPC3 0 2 






355 


AJ010Q14 


Homo sapiens 


M96A protein 


1259 


47 




AF151Q29 


Homo sapiens 


HSPC195 


941 


91 


"TS7 




Homo sapiens 


dJ35SC13.1 (KIAA0027) 


1911 


100 


~358 


W781 , a 


omo sapiens 


encoded e by e gene P 3 0t clone 
HOSBI96. 


1117 


100 


359 


X03414 


Drosophila 
Homo^apiens 


Kr po.ypeptide 


31S 


45 


360 


AF151079 




HSPC245 


~S43 


— 


361 


Y53886 


Homo sapiens 


A suppressor of cytokine 
designated HSCOP-6. 


530 


41 


362 


AF254741 


Drosophila 
mclanogaster 


Centaurin Gamma 1A 


681 


46 


3S3 


AF213465 










3S4 


AF181562 


Homo sapiens 


proSAAS 


.1319 


100 




AF18 L562 










3SS 


U73200 


Mus musculus 


pll6Rip 


884 


82 


367 


AF263744 




ERBIN 












similar to^the 5 rotein 






~369 


AF043695 


Caenorhabdit 


phosphates 2c family 




_Z| 


370 


Y73440 


Homo sapiens 


Human secreted protein clone 
ID NO : 102 . 


1484 


99 


371 


AF272833 


Homo sapiens 







97 


372 


AF198454 


Homo sapiens 


epithelial protein lost in 

neoplasm beta 


~3927 


10Q --' — 


373 


Y73345 


Homo sapiens 


HTRM clone 438283 protein 






374 


AF169017 


Homo sapiens 


formiminotransf erase 
cycl odeaminase 






375 


A95106 


unidentified 


RED ALPHA 






375 


W74828 


Homo sapiens 


Human secreted protein 
encoded by gene 100 clone 
HLQAB52 . 


1012 


99 


377 


Y32131 


Homo sapiens 


Human LYST-2 protein. 


35SS 


99 




M14912 


Homo sapiens 








379 


AFQ90934 




PRO0 518 


382 


100 


380 


X663S3 


Homo sapiens serine/threonine protein 
kinase 


2499 




381 


Y41G99 




Human PRO703 protein 
sequence . 




100 


382 


AF174498 


Homo sapiens 


GR AF-l specific protein 
phosphatase 


7008 




383 


U64608 


Caenorhabdit 


coded for by C. elegans cDNA 
ykl73cl2.5 


246 


36 


384 


U50133 


Homo sapiens 


ankyrin 


502 


33 


385 


AJ23 8520 


Homo sapiens 


putative transcription 
factor-like nuclear regulator 


4123 


97 ; 
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NO: 


ACCESSION 
NUMBER 


SPECIES 


DESCRIPTION 


SMITH- 
WATERMAN 
SCORE 


% 

IDENTITY 


387 


AF20B845 


Homo sapiens 


BM-003 


1375 


99 


389 


X57821 


Homo sapiens 


immunoglobulin lambda light 
chain 


797 


76 




AF182404 


Homo sapiens 


mitochondrial uncoupling 
protein 1 




99 








Human homclogue of UNC-53 
(Hs-UNC-53/1) sequence. 






393 


AF17 8432 


Homo sapiens 


SH3 protein 


3700 


-Too — 




AF229928 


Drosophila 
melar.ogaster 


cytoplasmic protein 89BC 


1616 


S2 


395 


AF131721 


Homo sapiens 


RU2S 


22S4 


100 


396 


YS9197 


Homo sapiens 


Amino acid sequence of a 
human betalV-spectrin 
protein. 


1626 


98 


397 


U48238 


Mus musculus 


zinc ringer protein neuro-d4 


749 


60 


398 


AL390137 


Homo sapiens 


hypothetical protein 


263 






AF217525 


Homo sapiens 


Down syndrome cell adhesion 
molecule 


5337 


60 


400 


AL022599 


Scnizosaccha 

romyces 

pombe 


WD repeat protein 


447 


27 


401 


AC004859 


Homo sapiens 


similar to 2-oxoglutarate 
dehydrogenase ; similar to 
Q02218 (PID:gI352618) 


4176 


78 


402 


AB010266 


Mug musculus 


tenascin-X 


10246' 


62 


403 


AL133283 


Homo sapiens 


dJ671D7.1 (similar to 
D. melanogaster CG5S86 
protein) 


761 


100 


404 


268753 


Caenorhabdit 


ZC518.3b 


888 


48 


405 


Z78013 


Caenorhabdit 


Similarity to Drosophila 
Cadherin- related tumor 
suppressor 


569 


33 




AB031230 


Homo sapiens 


protein containing CXXC 
domain 2 




97 


"407 


AF155136 


Homo sapiens 


NY-REN- 36 antigen 


1168 


100 






Homo sapiens 


Human transmembrane protein 
HTMPN-69. 


1538 


99 








trichohyalin 


184 


30 


410 


AF249744 


Homo sapiens 


RhoGEF 


2733 


100 


411 


AF176529 


Nus musculus 


F-box protein FBX13 


2072 


94 


412 


AF2 1 0 8 4 2 


Homo sapiens 


HARP 


4880 


100 




AL031658 




dJ310O13.7 (novel protein 
similar to H. roretzi HRPET- 
3) 


776 


98 


414 


X57398 


Homo sapiens 


pm5 protein 


6131 


99 




AB02 9826 


Homo sapiens 


3 -methylcrotonyl-CoA 
carboxylase biotin-containing 


2961 . 


99 


416 


043503 


Saccharomyce 




115 


42 






Lelshmania possible t2Sfl7.2l 










Homo sapiens Human PR0331 protein. 


330 


29 


419 


U15131 


Homo sapiens 


pl26 


2228 


54 


420 


AF11794S 


Homo sapiens 


exchange factor II 


2363 




421 


AF190S35 


Drosophila 
melanogaster 




755 


30 




AF302150 




pnosphoinositol 3-phosphate- 
binding protein-2 


1962 


100 


423 


AL137530 


Homo sapiens 


yr°t letical protein 


433 


94 


424 


X63753 


Homo sapiens 




7269 




425 


AB027249 


Homo sapiens 


KAPKK like protein kinase 




100 


426 


AF279144 


Homo sapiens 


Luilioi endothelial cutiLkei 7 

precursor 


1084 j 55 



153 
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TABLE 2 



SEQ 
NO: 


ACCESSION 


SPECIES 


DESCRIPTION 


SMITH- 
WATERMAN 
SCORE 


% 

IDENTITY 


427 


AF279144 


Homo sapiens 


tumor endothelial marker 7 


1259 


56 


428 


AE003683 


Drosophila 


CGS312 gene product 


149 


29 


429 


Y07B29 


Homo sapiens 


RING finger protein 


2201 


99 


430 


AF095897 


Drosophila 
melanogaster 


pushover 


4442 


47 






Homo sapiens 


Gu protein 




99 


432 


AF023674 


Homo sapiens 


nephrccystin 


3783 


100 


433 


AF146760 


Homo 


septin 2-like cell division 


2284 


100 


434 


AB006697 


Arabidopsis 
thaliana 


cleft lip and palate 
associated transmembrane 
protein-like 


886 


42 






Homo sapiens 


Human calcium binding protein 
hCSP. 




100 


438 


AB040672 


Homo sapiens 


"JDP-GalNAc: polypeptide N- 
ace tylgalact osaminyl trans f era 


1075 


63 


"^fo" 


R06463 28 


Bos taurus 


tuftelin 


285 


33 






Homo sapiens 


Derived protein of clone 
ICA13 (ATCC 4 0553) . 






441 


X14971 


Mus musculus 


alpha-adaptin [A) (AA 1-977) 


4897 


98 






norvegicus 


alpha- c large chain (AA l- 
938) 


3979 


81 






sapiens 


Kerrbrane-bound protein 
PR0113 6. 


3299 


99 






thaliana 


unknov/n protein; 20348-23707 


114 


33 






Mus musculus 






93 


446 


AF05G035 


norvegicus 


s-nexilin 


2662 


85 


447 


AF132484 


Mus musculus 


unknown 


478 


51 


448 


W89024 


Homo sapiens 



Polypeptide fragment encoded 
by gene 156 . 


523 


45 


"449 


PF161445 










4 SO 


Z68753 


Caenorhabdit 
is elegans 


ZC518.3b 


951 


49 


4S1 


W39160 


Homo sapiens 


Human partial complement 
factor H protein fragment 3 . 


155 


32 






sapiens 


Hovel protein (Clone 
BM46_10) . 


2 7 99 


99 


453 


Y53629 


Homo sapiens 


A bone marrow secreted 
protein designated BMS115. 


2810 


100 


454 


D87438 


Homo 


Similar to a C. elegans 
protein in cosmid C14H10 


4059 


100 


455 


AF240468 


Homo sapiens 


nicastrin 


3687 




456 


Z15005 


Homo sapiens 


CENP-E 


13305 


99 




M59216 


sapiens 


gamma-ammobutyric acid 
receptor beta-1 subunit 


2477 


100 


458 


Y73467 


Homo sapiens 


Human secreted protein clone 
yd61_l protein sequence SEQ 
ID NO: 156. 


966 


100 


"459 


W67S24 


H 


encoded by gene 18 clone 
HSL?M29 . 






460 


AF163151 


Homo sapiens 


dentin sialophosphoprotein 
precursor 


279 


19 


461 


D87446 


Homo sapiens 


Similar to a C. elegans 
protein encoded in cosmid 
C27F2 (U40419) 




99 




G04044 


Homo sapiens 


Human secreted protein, SEQ 
ID NO: 8125. 


486 


93 


463 


ACD02398 


Homo sapiens 


F25965 1 


1018 


100 


464 


AF064856 


Rattus sp. 


7acomp protein 


1845 




465 


AF223408 


Homo sapiens 


B99 


3686 


99 
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ID 
J"' 


NUMBER 


SPECIES 


DESCRIPTION 


SMITH- 
WATERMAN 
SCORE 


IDENTITY 




AF223408 


Homo sapiens 


E99 






467 


AF104415 




gene trap locus-13 


6336 


91 






Rattus Jun diiiien nation protein 1 
norvegicus | JDP-1 








^257077 


Homo sapiens 


cJ97?20.1 (novel gene) 


3564 


99 


~470 




Homo sapiens 


eukaryotic translation 
initiation factor 3IF2B 
subunit 3 


1274 


95 


471 


L28125 


Pcdospora 
anserina 


beta transducin-like protein 


~284 


38 


472 


Y84903 


Homo sapiens 


A human proliferation and 
apoptosis related protein. 


2337 


100 


~473 


AF144237 


Hcmo sapiens 


LOMP protein 


252 


44 


~474 


Y71213 




Human irritable bowel disease 
related polypeptide IMX39. 






475 


Y9500S 


Homo sapiens 


Hunan secreted protein 
vel3_l, SEQ ID NO: 52. 


3411 


Too 


~~476 


D38 




Homo sapiens 




6533 


99 


^77 




Homo sapiens 


TAKl-binding protein 2 


3656 


100 


~478 


AT 031534 


Schisosaccha 
romyces 


putative asparagme synthase 


482 


4 0 


479 




Podospora 


beta transducm-like protein 










Homo sapiens 


HSPC059 






481 


AJ23B248 


Homo sapiens 


centaurin beta2 


3986 


99 




Z380S1 


Saocharomyce 
s ccrcvisiae 


malS, stal, len: 1367, CAI : 
0.3, AMYH_YEAST P08640 
GLUCOAM YLAS E SI (EC 3.2.1.3) 


295 


23 






Homo sapiens 


HSPC2G3 


1404 


100 


"T84 


AF -373468 


Homo sapiens 


ADO 21 protein 






435 


X57527 


Homo sapiens 


alpha l(VIII) collagen 


4166 


93 


487 


Y19062 


Homo sapiens 


3 9k3 protein 


2475 


100 


488 


Y73373 


Homo sapiens 


HTRM clone 921803 protein 
sequence. 


555 


56 


~~489 


AL021918 


sapiens 


b34I8.1 (Kruppel related Zinc 
Finger protein 184) 






490 


X53773 


norvegicus 


alpha-c large chain (AA 1- 
938) 


4675 


97 


491 


U52426 


Homo sapiens 


GOK 


1459 


59 






Leishmania 
major 


possible threonine synthase 


702 


45 








ferroportinl 






494 


Z93241 




dJ222E13.1 (novel protein 
with some similarity to 
Drosophila KRAKEN) 


513 


96 






Homo sapiens 




1312 


100 


-Jgg 


U33564 


Homo sapiens 


p40 


133 


45 


"497 


ygl 


Homo sapiens 


Human secreted protein 
sequence encoded by gene 2 
SEQ ID NO: 126. 


357 


100 


~498 


AF069781 


Drosophila 


Bem46-like protein 






499 


Y16S01 


Homo sapiens 


Human cell-cycle 
phosphoprotein C2CYP-2. 






500 


X70944 


Homo sapiens 


PTB-associated splicing 


3883 




SOI 


AF027503 


Mus 


putative membrane-associated 
guanylate kinase 1 


205 


36 


502 


AF282874 


Homo sapiens 


nectin 3; PRR3 


2856 


99 


503 


AJ249732 




G8 protein 


6S9 


100 


504 


AF20B8S1 


Homo sapiens | BM-019 


1629 


100 


505 


L09708 


Homo sapiens 


complement component C2 


4022 


100 


507 


X66285 


Mus musculus 


HC1 ORF 


115 


43 


508 


D00189 


Rattus 
norvegicus 


toa+,K+-ATPase alpha-subunit 


5227 


99 



155 



WO 01/53312 



PCT/US00/34263 



TABLE 2 



ID 


ACCESSION 
NUMBER 


SPECIES 




WATERMAN 
2175 


IDENTITY 


509 


Y94971 


Homo sapiens 


Human secreted protein clone — 
fal71_l protein sequence SEQ 






510 


AB019038 


Homo sapiens 


beta-1,4 mannosyltransf erase 


T8T 


~77 


511 




Homo sapiens 


beta-1,4 mannosyltransf erase 


1347 


100 


512 


AB01903 8 


Hcmo sapiens 


beta-1,4 mannosy_transf erase 






513 


X84908 




phosphorylase kinase 


5729 


~9~3 


514 


X52851 


Homo sapiens 


peptidylprolyl isomerase 


650 


76 


515 




sapiens 


repeat containing protein 












ID NO: 7£83 . 






517 


U04706 










518 


G00G53 


Homo sapiens 


Human secreted protein, SEQ 
ID NO: 4734 . 


530 


100 


519 


AF161475 


Homo sapiens 


HSPC12S 


1368 


100 








acid sequence SEQ ID NO: 88. 






521 












522 


AE000995 


Archaeoglobu 


chromosome segregation 


153 


20 


523 


AF0S2249 


Homo sapiens 


immunoglobulin heavy chain 


605 


97 


524 


AJ223830 


Rattus 
norvegicus 


ARE1 


2950 


9B 


525 


W01535 


Ho-no sapiens 


Cellular homologue of the 
SV40 large T antigen. 


1276 


83 


52S 


AF145658 


Drosophila 
melar.ogaster 


BcDNA . GH102 2 9 


320 


33 






Homo sapiens 


putative Rab5-interacting 
protein 


524 


79 






sapiens 


NADP dep-r i:I ti inne b4 
12-hydroxydehydrcgenase 




100 






Homo salens 


encoded from gene 9 . 




32 








dJ132F21.3 (72.1 KDa protein 
(DKFZP554A03 2, SBBI8 8) 

induce MG11 ; ^ 


1059 


99 


~5Ti 


Y9150g 


' Homo sa iens 
p ns 


sequenc^^ncoded^b^gene 5 6 
SEQ ID NO: 179 . 


1159 


98 


532 


X76116 


Caenorhabdit 


carrier protein (c2) 


~~576 




533 


X76116 


Caenorhabdit 


carrier protein (c2) 




50 


534 


X129G6 


Homo sapiens 


3-oxoacyl-CoA thiolase 
propeptide (424 AA) 


1972 


100 


535 


Y09267 


Hono sapiens 


flavin -containing 
monooxygenase 2 


2486 


100 




Z11773 


Homo sapiens 


SRE-ZSE 


2201 


99 


537 


D84224 




methionyl tRKA synthetase 






538 


D04224 




methionyj. -RKA synthetase 


3887 


99 


539 


D84224 


Homo sapiens 


methionyl tRNA synthetase 






540 


D84224 


Homo sapiens methicny_ tRNA synthetase 


4529 


99 


541 


J03244 


Bos taurus 


H+ ATPase 31kDa subunit (EC 
3.6.1.3) 


848 




542 


Y92514 


Homo sapiens 


Human OXRE-ll. 


2301 


99 


543 


AF221712 




Smad- and Olf -interacting 
zinc finger protein 


2151 


61 




AE000919 


Mothanobacte 


conserved protein 


207 


38 


545 


A06669 


synthetic 


preTGF-batal 


2070 


99 



156 



WO 01/53312 



PCT/US00/34263 



TABLE 2 



ID 
54g ' 


NUMBER 




-ESCRIPTION 


SMITH- 
WATERMAN 
SCORE 


IDENTITY 




Y 02698 


Homo sapiens 
omo s piens 


Human secret 1~' 

encodLd^by^ene^^clone 
HTPCS60 . 


854 


98 


547 


AF112205 










548 


X60271 


Mus musculus 


c-rel 


2264 


74 


543 


AC016827 


Arabidopsis 
Homo' 3 " 3 


putative GTPase 


810 


42 


~550 


Y70400 


sapiens 


Human cell-a' nail in 

procein^*" 519113 ^ 




429 


68 


551 


AB0483 65 


Homo sapiens 


NEDD4-like ubiquitin ligass 1 


8290 


99 


552 


Y57880 


Homo sapiens 


Human transmembrane protein 




95 


~553 


AF119855 


Homo sapiens 


PR0184 7 ' 






554 


M17236 


Homo sapiens 


MHC HLA-DQ alpha precursor 


1332 


100 






thaliana 














similar to BAA77027 






557 


AK024487 


Homo sapiens 


PLJ00086 protein 


1623 


98 


558 


M12140 


Hcmo sapiens 


pol gene protein; Xxx 


117 


48 


559 


W74825 


Homo sapiens 


Human secreted protein 
encoded by gene 97 clone 


225 


56 


~5S0 

~hn — 


xsg631 




~H ' 

omo sapiens 


junD protein 


373 


88 






is™!" an"' 
Homo sapiens 


an^AMP^bind slml ^ rit Y" to 
dJ1069P2 1 3 1^ Ir0t ~ t pa B PC 


2926 


54 


~5S2 


AL109839 


om apiens 


( ol (A)-b' VS . ? X 

-~ ] — r H0a 8 n / ng pro e — 


877 


100 


5S3 


AF191640 


~ Drcs .^hila 

melanogaster 




28g 






AF052723 




gPr80 






565 


AF1S1472 


Homo sapiens 


HSPC123 


439 


44 














567 


U09848 


Homo sapiens 


zinc finger protein 


1738 


100 




AF155113 




i^~^EN~55 antigen 


3603 


93 


~570 




Homo sapiens 








571 


AL032821 


Homo sapiens 


dJ55C23.1 (vanin 1) 


1821 


98 














573 


MS9181 


Homo sapiens 


non-muscle myosin B 


7311 


98 








ES-FL. 










thaliana" 3 


putative protein 


788 


40 


576 


AL365234 


Arabidopsis 
Homo"apiens 


putative protein 


788 


40 


~577 


X06745 




DNA polymerase alpha subunit 

(AA 1 - 1462) 


1519 
















579 


D86984 


Homo sapiens 


similar to yeast adenylate 


2446 


100 


580 


AF165124 


Homo sapiens 


gamma - aminobutyric acid A 


"2499 


— 


581 


W88812 


Homo sapiens 


Polypeptide fragment encoded 
by gene 58. 




99 


582 


U82319 




novel ORF 


342 


100 


583 


P92219 


Homo sapiens 


CR1 protein. 


11425 


99 


584 


AJ223948 


Homo sapiens 


RNA he li case 


6608 


99 


585 


Y08612 


Homo sapiens 


- ■ ■ r'-v 
protein 


3874 




586 


Y423 84 


sapiens 


Amino acid sequence of 
lv310 7. 


1007 


37 


587 


AF129756 


Homo sapiens 


BAT4 


1873 


98 



157 



WO 01/53312 
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TABLE 2 



SEQ 
NO- 


ACCESSION 
NUMBER 


SPECIES 


DESCRIPTION 


SMITH- 
^SCORE^ 


IDENTITY 


588 


AF131775 


Homo sapiens 


Unknown 


1929 


99 


589 


AJ2 5 0 865 


Homo sapiens 


TESS 2 


2348 


100 


531 


Z9GBB5 




dJ522J7.2 (bromodomain- 
containing 1 (similar to 
peregrin, BR140) ) 




100 


592 


L76571 


Homo sapiens 


nuclear hormone receptor 


1355 


100 


593 


AF091622 


Homo sapiens 


PHD finger protein 3 




100 


594 


X56307 




desmocollin type 2a 


4443 


100 


595 


AL137802 


Homo sapiens 


dJ798A10.1 (novel protein) 


212 


55 




AL022329 


sapiens 


bK407F11.2 (adrenergic, beta, 
receptor kinase 2) 


3653 


100 


597 


AF226048 


Homo sapiens 


GL003 


2009 


99 




AJ278112 


sapiens] 
>Y49635 
Y4963S 21- 
OCT-1999 15- 
APR-1998 

sapiens 


putative cell cycle control 
protein 


335 


23 


~599 


Y597 


Homo sapiens 


Human normal ovarian tissue 


1574 


99 


600 


L36531 


Homo sapiens 


integrin alpha 8 subunit 


5386 


99 








. man se^rel i pi a n 
encoded by gene No . 20. 






"T§3 


Y13115 84 


Homo sapiens 


GGA1 


3265 


100 






homo sapiens 


serine/ threonine protein 


5071 


99 


604 


AL132776 


' Ko„ sapient 


CJ393D12.I (KIAA0776) 


2413 


99 




AL03 4 4 52 


Homo sapiens 


dJ682J15.1 (novel Collagen 

contai re P e f t 

a"alarl lng — pr ° e 


1979 


100 


-gQg 


- Y14Z94 


Homo sa iens~ 
Homo sapiens 


OXAII^ 





99 


1507 


AJ001981 


Hono SaplenS 




-|i£| 


1DD 


~608 


X86098 


sapiens 


binds directly to adenovirus 

type 5 E1A protein 






610 


AF163572 


Homo sapiens 


Forssman glycolipid 


-1865 


99 


611 


AF161503 


Homo sapiens 


HSPC154 


1261 


97 














613 


Y91954 


Homo sapiens 


Human cytoskeleton associated 
dJ355C18 9 ■ — (^IAAOO^ )' 


3668 


100 


"614 


AL022327 


Homo sa iens 






94 


~615 




Homo sapiens 


binding regulatory factor 


22Q 3 




616 


Y08319 


Homo sapiens 


kinesin-2 


3487 


99 














618 


U2B789 


Mus musculus 


PACT 


5936 


89 






Homo sapiens 


Extended human secreted 
protein sequence, SEQ ID NO. 


1684 


99 


620 


AB046382 




testis-abundant finger 


199 


23 


621 


Y00062 




precursor polypeptide (AA -23 
to 1120) 


3440 


99 


622 


AF068286 


Homo sapiens 


HDCMD38P 


861 


100 




X98248 




sortilin 


4436 


99 


624 


X61100 


Homo sapiens 


75 kt>a subunit NADH 
dehydrogenase precursor 


3734 


99 


625 


S58544 


Homo sapiens 


75 kda infertility-related 
fipprn protein 


2125 


99 


626 


AF151027 


Homo sapiens 


HSPCI.93 


582 


93 


627 


X14968 


Homo sapiens 


Rll-alpha subunit (AA 1-404) 


2079 


100 


628 


Y50911 


Homo sapiens 


Human fetal brain cDNA clone 
vb7_l derived protein 


1983 





158 



WO 01/53312 



TABLE 2 



PCT/US00/34263 



NO: 


ACCESSION 
NUMBER 


SPECIES 


DESCRIPTION 


SMITH- 
WATERMAN 
SCORE 


% 

IDENTITY 


629 


Y50911 


Homo sapiens 


Human fetal brain cDNA clone 
vb7_l derived protein 


1594 


100 


630 
-— 


AF098786 


Homo 


17 beta-hydroxysteroid 
dehydrogenase type VII 


1754 


100 




AL 4555 


sapiens 


dJ134019.3 (zinc finger 


4273 


100 


632 


W74826 


Homo sapiens 


Human secreted protein 
encoded by gene 98 clone 
_HAQBT94 . 


794 


96 


~633 


AF288288 


""Ho ~ 

H ° m ° saplens 


H !lp P rQl - £ln 


2236 


, 100 


"634 


A 9 














omo sapiens 


serine/threonine protein 
kinase 


















637 


AB004884 


Homo sapiens 


PKU-alpha 


3718 


99 


638 


AJ002303 


Homo sapiens 


synaptogyrin lc 


1020 


100 






Homo sapiens 


synaptogyrin lb 






640 


AJ002303 


Homo sapiens 


synaptogyrin lc 


933 


94 






Homo sapiens 


similar to a C.elegans 
protein encoded. in cosmid 




100 


642 


M14660 


Homo sapiens 


ISG-K54 


2473 


99 


643 


X06661 


Homo sapiens 


calbindin (AA 1-261) 


1358 


10 0 


644 


AF119900 


Homo sapiens 


PR02822 


185 


7G 


645 


AB031048 


Droscphila 
melanogastsr 


microtubule associated- 
protein orbit 




27 


646 


AF250842 


Droscphila 
melanogastsr 


multiple asters 


834 


29 


647 


X86691 


Homo sapiens 


Mi-2 protein 


10110 


99 


648 


U67934 


Homo sapiens 


44.9 kDa protein C18B11 
homolog 


827 


96 


649 


AF23 60S1 


Oryctola-gus 
cuniculus 


RING-finger binding protein 


3B30 


91 


650 


AL034553 


Homo sapiens 


dJ914P20.2 (KIAA0784 protein 
similar -o Kus musculus 
activity-dependent 
neuroprotective protein 
(Adnp) ) 


5708 


100 


653 


X14766 


Homo sapiens 


GABA-A receptor alpha 1 


2388 


99 


654 


AC004614 


Homo sapiens 


similar to f-spondin proteins 
AB006086 (PID:g2529225) 


3 026 


99 


~655 


ys790g 




HTMPN-3 t 2 anSrnembrane Pr0tei " 


















658 


AL050306 


Homo sapiens 


dJ475B7.2 (novel protein) 


1942 


99 


659 


W76734 




Human mDia Rho targeting 
protein. 


781 


34 


~660 


AF202724 


Homc^sapiens 


Sadl unc-84 domain protein 1 






661 


Z21966 


Homo sapiens 


mPOU homeobox protein 


1529 


100 


662 


AJ242954 


Mus mus cuius 


dysferlm 


4752 


59 


6S3 


AF182316 


Homo sapiens 


myof erlin 


6232 


99 


665 


AL16151S 


Arabidopsis 
thaliana 


hypothetical protein 


209 


30 


667 


X593 03 


Homo sapiens 


valyl-tRNA synthetase 


3393 


99 


668 


Y133 55 


Homo sapiens 


Amino acid sequence of 
protein PRO22 0. 


3692 


100 


669 


ABO10S92 


Arabidopsis 
thaliana 


contains similarity to endo- 
beta-N-acetylglucosaminidase 
gene 


611 


52 




X56123 


Mus musculus 


talin 


4474 


76 


672 


AB039371 


Homo sapiens 


mitochondrial ABC transporter 

3 


2902 


99 


673 


AF269223 


Homo sapiens 


TCP11 


806 


42 


674 


AF229633 


Mus musculus 


groucho- related protein 4 




99 




L14463 


Rattus ' trar.sducin 


3619 


92 



159 



WO 01/53312 PCT/US00/34263 
TABLE 2 



ID 


ACCESSION 
NUMBER 


SPECIES 


DESCRIPTION 


WATERMAN 


IDENTITY 






norvegicus 








676 


AC005757 




R32611_l 


2779 


100 




S61069 




reverse transcriptase 
homolog=pol {retroviral 
element} 


















679 


X79066 


Homo sapiens 


ERP-1 


1783 


100 






Mus musculus 


hematopoietic zinc finger 


769 


50 


681 


Y51415 


Homo 
sapiens 


Human wild type pKe83 
protein. 


2621 


99 


682 


AL133545 


Homo sapiens 


bA386N14.1 (novel protein 
similar to a dual specificity 
phosphatase) 


700 


68 






Homo sapiens 


Nuclear transport protein 
clone hfb34l protein 
sequence. 


5888 


99 


684 


Y949S2 


Homo sapiens 


Human secreted protein clone 
fhll6_ll protein sequence 
SEQ ID NO : 110 . 


354 


98 


685 


AL021878 


homo sapiens 


dJ257I20.4 (transcription 
(isoform 2) ) 


154 


67 






coli 














synapsin I 






688 


AF039S97 


Homo sapiens 


NY- CO- 31 


508 


98 






cuniculuo 


protein phosphatase 2A1 B 
gamma subunit 












NY-REN-36 antigen 






691 


AC004774 


Homo sapiens 


Dlx-5 


1542 


100 






Homo sapiens 








693 


X90530 


Homo sapiens 


ragB 


1405 


99 


694 


X90530 


Homo sapiens 


ragB 


1590 


85 


695 


G01563 


Homo sapiens 


Human secreted protein, SEQ 


330 


100 


696 


AC011810 


Arataidopsis 


Putative methionine 
aminopeptidase 


6S9 


52 


"697 


AJ250425 


Rattus 
Homo 9 


Collybistin I 


2455 


98 


698 


AB037901 




gene amplified in squamous 


5364 


99 


699 


Y9S401 


Homo sapiens 


Human PR01327 (DNQ687) amino 
acid sequence SEQ ID NO: 218. 


1386 


100 


701 


AF221712 


sapiens 


Smad- and Olf- interacting 
zinc finger protein 




100 






Homo sapiens 








703 


AJ243 2 74 


Homo sapiens 


AP-2rep protein 


2078 


99 


704 


Y71262 


Homo sapiens 


Human chondromodulin-like 
protein, Zchml . 


1697 


94 


705 


Y71262 




Human chondromodulin- lixe 
protein, Zchml. 


1736 


99 








Amino acid sequence of long 
human FAIM. 






707 


AL022237 


Homo sapiens 


bK1191B2.3 (PUTATIVE novel 
Acyl Transferase similar to 
C. elegans C5 0D2.7) (isoform 
1) ) 


2030 


100 


708 


AJ006266 


Homo sapiens 


AND- 1 protein 




100 


709 


G01571 


Homo sapiens 


Human secreted protein, SEQ 
ID NO: 5652. 




99 


710 


Y08698 






2849 


98 


711 


Y68770 


Homo sapiens 


Aniino acid sequence of a 
human phosphorylation 
effector PHSP-2. 


754 


99 



160 



WO 01/53312 



TABLE 2 



PCT/US00/34263 



SEQ 
NO: 


ACCESSION 


SPECIES 


DESCRIPTION 


SMITH- 
WATERMAN 
SCORE 


IDENTITY 


712 


U93574 


Homo sapiens 


putative pl50 


799 


59 


713 


AC004531 


Homo sapiens 


Gene with similaity to DEAD 
box helicases 


2715 


99 


714 


D89016 


Homo sapiens 


Neuroblastoma 


538 




715 


Y92175 


Homo sapiens 


Human cardiovascular system 
associated protein tyrosine 
phosphatase 2. 


734 


98 


71S 


AL137013 


Homo sapiens 


bA311P8.3 (probable uracil 
phosphor ibosyltranf erase) 


862 


100 


"717 






GDI alpha/GTla alpha/GQlb 
alpha synthase 






718 


Y962 90 


Homo >P40254 
P40254 25- 
OCT-1984 09- 
APR-1983 
Human IqD . 
[Homo 


Human IGFAM-2 immunoglobulin. 


2345 


85 


719 


X07979 


Homo sapiens 


integrin beta 1 subunit 
precursor 




99 


720 


A J2 24 819 


Homo sapiens 


tumor suppressor 


214S 


99 






Homo sapiens 


transcription factor TFIIK 


2373 


10D 


722 


W41565 


sapiens] 
=.W41S64 

OCT-1997 05- 
APR-1996 
Human 
calpain . 

sapiens 


Human calpain . 


1591 




723 


AF161341 


Homo sapiens 


HSPC07 8 


1097 


9 9 


724 


AF187318 


Homo sapiens 


F-box protein Fbx2 


1607 


100 




AGO 06 7 08 


is elegans 


Sacoharomyces cerevisiae pre- 
mRNA splicing protein PRP31 
(GB : Z72876) 


1143 




72G 


AC006708 


Caenorhabdit 
is elegans 


contains simlarity to 
Saccharomyces cerevisiae pre- 
mRNA splicing protein PRP31 


988 


46 


727 


AC024818 


Caenorhabdit 


contain^similarity^o Pfam 
G-bsta repeat), score=81.8, 


950 


44 


728 


AJ005897 


Homo sapiens 


JM5 


831 


47 








fragment encoded from gene 
27 . 












ID NO: 8012. 










masou 


GT? -binding protein 












encoded by Gene No. 8. 






733 


G02650 


Homo sapiens 


Human secreted protein, SEQ 
ID NO: 6731. 


644 


97 




AC024 813 


Caenorhabdit 


Y54?10AL.a 


152 


24 


735 


AL0354S1 


Homo sapiens 


dJ9S7N21.£ (novel CDP-alcohol 
phosphatidyltransf erase 
family member protein) 


1562 


98 


73G 


U00033 


Caenorhabdit 
is elegans 


similar to S. cerevisiae YJTJ2 
protein 


605 




737 


AF07909B 




rgi ii-ne-tRNA-protein 
transferase 1-lp; ATEl-lp 







161 



WO 01/53312 
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TABLE 2 



ID 


NUMBER 


SPECIES 


DESCRIPTION 


SMITH- 
WATERMAN 


IDENTITY 


738 


AJ131712 


Homo sapiens 


nucleolar KKA-helicase 


. 2793 


100 


73 9 


AJ133115 


Homo sapiens 


rsC-22-like protein 


2054 


99 




X98258 


Homo sapiens 


M-phase phosphoprotein 9 






741 


X98258 




H-phasp rrtosphoprct- <* i n 9 


564 


74 


742 


U97191 


Caenorhabdit 
is elegans 


strong similarity to the YPT1 
sub- family of RAS proteins 


960 


85 








I'll phi mam ose isoraerase 






744 


G03209 


Homo sapiens 


Human secreted protein, SEQ 
ID NO : 7290 . 


496 


98 


745 


X97064 


Homo sapiens 




4034 


99 


746 


W93946 


Homo sapiens 


Human regulatory molecule 
HRM-2 protein. 




100 


747 


Y733S8 


Homo sapiens 


HTRM clone 3376404 protein 
sequence . 


1565 


99 


748 


M19529 


Sus scrofa 


follistatin A 


1906 


98 


749 


AJ24 9457 


Trichomonas 


oentrm, putative 






750 


AC004410 


Homo sapiens 


fos39554_l 


2094 


100 






Homo sapiens 


p47ING3 protein 






752 


AF252284 




transcription specificity 
factor Spl 


4005 


100 


753 


AB049629 


Homo sapiens 


phospholysir.e 

phosphohistidine inorganic 
pyrophosphate phosphatase 


1375 


99 


754 


D79205 


Homo sapiens 


ribosomal protein L39 


160 


77 






Homo sapiens 








758 


L32162 


Homo sapiens 


transcription factor 


574 


80 


759 


AF037204 


Homo sapiens 


RING zinc finger protein 


295 


54 


760 


Y44250 


sapiens 


Human ceil signalling 
protein-13. 


625 


100 


761 


AF218586 


Homo sapiens 


Cide-b 


1136 


100 


762 


U38934 


Gallus 
gallus 


histone H2A 


625 


97 


763 


AF226053 


Homo sapiens 


HSKM-B 


"606 


32 


764 


X13403 


Homo sapiens 


Oct-1 protein (AA 1 - 743) 


3626 


100 


765 


D87446 


Homo sapiens 


Similar to a C. elegans 
protein encoded in cosmid 
C27F2 (U40419) 


568 


38 


766 


AL023828 


Caenorhabdit 


Y17G7B. 14 


200 


27 


767 


Y82 777 


Homo sapiens 


Human chordin related protein 
(Clone dw665_4) . 


2551 


99 














769 


Y42752 


Homo sapiens 


Human calcium binding protein 
3 (CaBP-3) . 


1426 


100 


770 


X51416 


Homo sapiens 


hormone receptor hERRl (AA 1- 


2641 


97 


771 


AJ006591 


Homo sapiens 


cysteine-rich protein 


1793 


100 




AO 8 6 95 


Homo sapiens 








773 


Z12173 


Homo sapiens 


N-acetylglucosamine-6- 


2970 


100 


774 


Y91950 


Homo sapiens 


Human cytoskeleton associated 
protein 5 (CYSKP-5) . 


565 


43 




AL023 799 


Homo sapiens 


dJ322P7.1 (zinc finger) 






777 


AL023799 


Homo sapiens 


dJ322P7.1 (zinc finger) 


855 


56 


778 




Homo sapiens 


Human secreted protein, SEQ 
ID NO: 5961. 




98 




AJ012590 


Homo sapiens 


glucose 1- dehydrogenase 


4155 


99 


780 


AL0785H2 


Homo sapiens 


dJ130E4.2 (KIAA0796) 


1321 


68 


781 


Z75955 


Caenorhabdit 
is elegans 


similar to mitochondrial 
carrier protein 


384 


34 


782 


AM.09965 


Homo 


dJ1121G12.2 (SCAN domain- 
containing 1 protein) 


900 


100 


783 


AF0S1262 


Mus 

musculus 


serns? cytoplasmic domain 
associated protein 2 


1316 


83 


784 


G03873 


Homo sapiens 


Human secreted protein, SEQ 


549 


95 



162 
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TABLE 2 



PCT/US00/34263 



SEQ 


ACCESSION 


SPECIES 


DESCRIPTION 


SMITH- 


% 




NUMBER 






WATERMAN 


IDENTITY 


NO: 








SCORE 










ID NO: 7954 . 






785 


Y84441 


Homo sapiens 


Amino acid sequence of a 


2074 


100 








human RNA-associated 


















786 


Y00918 


Homo sapiens 


Human Rab protein, RABP-1, 


1048 


99 








protein sequence . 






787 


Z97029 


Homo sapiens 


iibunuclease HI large subunit 


1548 


99 


788 


AB0353B4 


Homo sapiens 


SRp25 nuclear protein 


962 


94 


789 


AF024631 


Homo sapiens 


ANG2 


2644 


100 


790 


AJ00S710 


Rattus 


phcsphatidylinositol 3 -kinase 


4508 


97 






norvegicus 








732 


V00638 


bacteriophag 


reading frame ealO 


600 


100 






e lambda 








793 


AF049103 


Homo sapiens 


Huntingtin interacting 


819 


100 








protein 






795 


Z26317 


Homo sapiens 


desrr.oglein 2 


4810 


99 


79S 


Y76884 


Homo sapiens 


Retinoblastoma binding 


5080 


99 








protein-7sequence . 






797 


U15155 


Gallus 


trypsinogen 


372 


37 






gallus 








793 


U97189 


Caenorhabdit 


strong similarity to thw 


227 


28 






is elegans 


P13/P14 family of kinases 






799 


AF112201 


■Homo sapiens 


neuronal protein NP25 


1053 




800 


AF2347S5 


Rattus 


serine-arginine-rich splicing 


958 


63 








regulatory protein SRRP86 






801 


AF2S7852 


Homo sapiens 


placental protein 13 -like 


743 


99 








protein 






802 


AF2 0 8851 


Homo sapiens 


BM-009 


766 


80 


803 


Z81097 


Caenorhabdit 


Similarity to Human 


152 


27 






is elegans 


retinoblastoma -binding 












protein RBAP4 6 yk662dl2.5 












comes from this gene 






804 


G02113 


Homo sapiens 


Human secreted protein, SEQ 


496 


98 








ID NO : S194 . 






805 


AL121S73 


Homo sapiens 


DA305P22.1 (novel protein) 


1160 


100 


806 


AC013483 


Arabidopsis 


putative GTPase activator 


264 


30 






thaliana 








807 


AC013483 


Arabidopsis 


putative GTPase activator 


264 


30 






thaliana 


protein 






808 


AB013885 


Homo sapiens 


beta-ureidopropiDnase 


1494 


100 


809 


AF078842 


Homo sapiens 


HOTTL protein 


1581 


99 














811 


AF261S89 


Homo sapiens 


DNA polymerase epsilon pl7 


734 


100 








subunit 






812 


Z74029 


Caenorhabdit 


Similarity to C. elegans 


610 


71 






is elegans 


alcohol dehydrogenase comes 












from this gene 






813 


Z73497 


Homo sapiens 


CU24CC2.2 (Core histone 


324 


100 








H2A/H2B/H3/H4) 






814 


W87689 


Homo 


Human HTXFT19 polypeptide. 


1484 


99 














815 


X1S282 


Homo 


sine finger protein (217 AA> 


1109 


99 






sapiens 


(1 is 2nd base in codon) 










Mycobacteriu 












tuberculosis 










AB0304B3 


Mus musculus 


B9 


197 


27 


819 


AL117555 


Homo sapiens 


hypothetical protein 


321 


94 


820 


AC005328 


Homo sapiens 


R26660_2, partial CDS 


865 


97 




G03951 


Homo sapiens 


Human secreted protein, SEQ 




99 








ID NO: 8032. 






822 


L34807 




transposace 


174 


20 














823 


G02928 


Homo sapiens 


Human secreted protein, SEQ 


558 


78 








ID NO: 7009. 






824 


Z99531 


Schizosaccha 


caffeine-induced death 


184 


29 



163 
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TABLE 2 



SEQ 
ID 


ACCESSION 
NUMBER 


SPECIES 


DESCRIPTION 


WATERMAN 
SC0RE 


IDENTITY 






romyces 
pombe 


protein 1 








AJ006692 




u:..L i a iiiijh sulfer keratin 


693 




826 


U23037 


Oryctolagus 


eIF-23spsilon 


3406 


"55 


827 


G03412 


Homo sapiens 


Human secreted protein, SEQ 
ID NO: 74 93 . 


464 


100 


828 


Y30827 


Homo sapiens 


Human secreted protein 
encoded from gene 17. 


113 


—4 


829 


Y3219S 


Homo sapiens 


Human receptor molecule (REC) 
encoded by Incyte clone 


1012 


100 


830 


W78279 


Homo sapiens 


Fragment of human secreted 
protein encoded by gene 33 . 


1264 


99 


832 


AB011542 


Homo sapiens 


MEGF9 


2097 


100 


833 


G02S39 


Homo sapiens 


Human secreted protein, SEQ 


223 


70 


834 


AF119664 


Homo sapiens 


transcriptional regulator 
protein HCNGP 


1574 


100 


835 


AF119664 


Homo sapiens 


transcriptional regulator 
protein HCNGP 


1144 


-59 


83S 


AF119664 


Homo sapiens 


transcriptional regulator 


1440 


94 




X12517 


Homo sapiens 


C protein (AA 1-159) 




100 


838 


U32865 


Drosophila 
melarcgast.er 


linotte protein 


154 


24 


839 


AFQ67730 


Homo sapiens 


TLS- 


S31 


~56 


840 


U27831 


Homo sapiens 


striatum enriched phosphatase 


2840 


98 


841 


AF286366 


Homo sapiens 


CamKI-iike protein kinase 


1796 


100 






Homo sapisns 


Human secreted protein, SEQ 
ID NO: 6390. 


278 


98 


843 


AE 0 0 3 6 1 5 


Droscph_la 
melanogaster 


ade3 gene product 


113 


48 


844 


G01350 


Homo sapiens 


Human secreted protein, SEQ 


529 


100 


845 


U27838 


Mus musculus 


glycosyl -phosphatidyl - 
inositol -anchored protein 
homolog 


3305 


96 


47 


nr87788 


Homo sapiens 


Human RBP-26 protein. 


2026 


100 






Homo sapiens 


Diff33 protein homolog 






849 


U41315 


Homo sapiens 


ZNF127-Xp 


2458 


93 


850 


AF192784 


Homo sapiens 




2062 


97 






Homo sapiens 


Protein regulating gene 
expression PRGE-21. 


1548 


100 


852 


Z22968 




M130 antigen 


6205 


100 






Homo sapiens 


M130 antigen extracellular 


6380 


100 


854 


G03362 


Homo sapiens 


Hunan secreted protein, SEQ 
ID NO: 7443. 


330 


96 


855 


G03362 




Hunan secreted protein, SEQ 
ID NO: 7443. 


203 


100 


85S 


AF285118 


Homo sapiens 


CGI-203 


452 


100 


857 


AC006 06 9 


thaliana 


putative cleavage and 
polyadenylation specifity 
factor 


1383 


55 


858 


AL02154S 


Homo sapiens 


Cytochrome C Oxidase 
Polypeptide Vla-liver 
precursor (EC 1.9.3.1) 


593 


100 


859 


L02956 


Xenopus 


ribonucleoprotein 


1664 


85 


GGO 


AF201947 


Homo sapiens ME} o riding partner 1 


616 


100 


861 


L31783 




1266 


92 




AF161472 


Homo sapiens 


HSPC123 


602 


73 


863 


Z490S8 


Caenorhabdit 
is elegans 


mitochondrial carrier protein 


370 


43 


864 


AF154108 


Homo sapiens 


tumor necrosis factor type 1 


3559 


99 



164 
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TABLE 2 



PCT/US00/34263 



SEQ 
ID 
— NOj 


ACCESSION 
NUMBER 


SPECIES 


DESCRIPTION 


SMITH- 
WATERMAN 
SCORE 


IDENTITY 




... 




receptor associated protein 






g 




pylori J9S 


putative 






866 


X57807 


Homo sapiens 


immunoglobulin lambda light 
chain 


T99 


91 






Homo sapiens 


dJ694314.1 (PUTATIVE novel 
KRAB box protein with 18 C2H2 
type Zinc finger domains) 




99 








phospnate cyclase 




100 


869 


AF192S68 


Homo sapiens 


high- glucose- regulated 
protein 8 


3041 


99 




AB020S48 




KIAA0841 protein 


3237 


99 


871 


AL031427 


Homo sapiens 


dJ167A19.1 (novel protein) 






872 


AF151534 


Homo sapiens 


core nistone macroH2A2 . 2 


186S 


100 


873 


ALQ21331 


Homo sapiens 


dJ3SSK23.1 (putative C. 
elegans UNC-93 (protein 1, 
C46F11.1) LIKE protein) 


1129 


100 




X14609 




propionyl-CoA carboxylase 


3579 




8/5 


AL117334 




dJ687Fll.l (novel protein 
(part of translation of cDHA 
DKFZp434N061 , Etr. : AL11024 9 ) ) 


306 


100 






Saocharomyoe 


E-925 protein 


446 


35 


877 


Y53001 


Homo sapiens 


Human secreted protein clone 
dn834_l protein sequence SEQ 


811 


100 


878 


AF281064 


Homo sapiens 


CHMP1.5 


957 


100 






Sus scrofa 


40S ribosomal protein S12 


687 


100 


880 


AF001317 


Saccharomyce 
s cerevisiae 


Soilp 




28 






Horo sapiens 


Human signal peptide 
containing protein HSPP-52 
SEQ ID NO:52. 




100 






Homo sapiens 


CI -inhibitor 


598 




883 


AB041261 


Homo sapiens 


calcium- independent 
phospholipase A2 


2903 


10 0 








proline-rich protein 48 


999 


84 


885 


Y10936 


Homo sapiens 


hypothetical protein 


1104 


99 


88S 


AF073997 


Mus musculus 


myotubularin related protein 


866 


36 


887 


Y57893 


Homo sapiens 


Human transmembrane protein 
HTMPN-17. 


1099 


94 




AL117635 




hypothetical protein 






889 


AF210317 


Homo sapiens 


transporter family member 
GLUT9 


2046 


99 






Homo sapiens 


kxtended human secreted 
protein sequence, SEQ ID NO. 
41S. 


583 


100 


891 


Y36031 


Homo sapiens 


Extended human secreted 
protein sequence, SEQ ID NO. 
416. 


192 


57 


892 


AF237S31 


Homo sapiens 


ubiquitous tropomodulin U- 


1798 


100 


893 


AF090929 


Homo sapiens 


PRO0477p 


653 


99 




AL031228 


Homo sapiens 


dJ1033B10.2 (WD4D protein 
BING4 (similar to S. 
cerevisiae YER0B2C, M. sexta 
MNG10 and C. elegans F2 8D1.1) 


3196 


100 


895 


AL031228 


Homo sapiens 


dJ1033B10.2 (WD4 0 protein 
BIWS4 (similar to S . 
cerevisiae YER0 8 2C, M. sexta 
MNG10 and C. elegans F28D1.1) 


2825 




89S 


AF171102 




retinal degeneration B beta 


1302 


95 


897 


AE003551 


Drosophila 
melanogaster 


CG18176 gene product 


633 


33 



165 
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TABLE 2 



ID 


ACCESSION 
NUMBER 


SPECIES 


DESCRIPTION 


WATERMAN 


IDENTITY 


898 


AJ237946 


Homo sapiens 


DEAD Box Protein 5 


2443 


100 












900 


Z97184 


Homo sapiens , KKE2 


409 


98 








Krupp^l-type zinc finger 






902 


AF091034 


Homo sapiens 


GTP-binding protein RAB22A 


1011 


100 






Homo sapiens 


Eukaryocic cell growth 
inhibiting factor. 










Hcmo sapiens 


kmesm light chain 






905 


AE003540 


Drosophila 
melanogaster 


CG1098 4 gene product 


446 


33 


90S 


M55542 


Homo sapiens 


guanylate binding protein 
isoform I 


2993 


98 


907 


M55542 


Homo sapiens 


guanylate binding protein 
isoform I 


2901 


96 


908 


W8408S 


Homo sapiens 


Human rr.embra.na fusion protein 
WDProl . 


1889 


100 


909 


AF168676 


sapiens 


TNF intracellular domain- 
interacting protein 


S47 


100 


910 


AB029150 


Homo sapiens 


KRAB zinc finger protein 
HFB101L 


2196 


100 






Homo sapiens 


Human secreted protein, SEQ 
ID NO: 6952. 


521 


100 


912 


G031S2 


Homo sapiens 


Human secreted protein, SEQ 
ID NO: 7243. 


387 


87 


913 


AJ243721 


-HoS5 

^Y9250S 
Y92508 13- 
APR-2000 06- 
OCT-1998 
Human OXRE- 
5 . [Homo 


dTDP-4-keto- 6 -deoxy-D- glucose 
4-reductase 


1710 


100 


914 


U24189 


Caenorhabdit 
is elegans 


nypothetical protein 1207-1; 
Method: conceptual 
translation supplied by 


244 


41 






Homo sapiens 


A human progesterone receptor 
complex p23-like protein. 


843 


99 






Archaeoglobu 
s fulgidus 


dinitrogenase reductase 
activating glycohydrolase 
<draG) 






918 


M23159 


cricetus 


DHFR-coamplif ied protein 


163 


30 


~919 


L12018 


Caenorhabdit 
is elegans 


putative 










Homo sapiens 


tumor antigen SLP-8p 






921 


AL096712 




dJ744I24.2 (similar to a 
novel human gene mapping to 
Activator) 


1017 


78 


922 


AL161495 


Arabidopsis 
thaliana 


putative WD-repeat protein 








AL161495 


Arabidopsis 
thaliana 


putative WD-repeat protein 


442 


3S 




U97001 


Caenorhabdit 


similar to 

Schizosaccharomyces pombe 


605 


51 


925 


X71978 


Mus musculus 


Fif 


1503 


95 


926 


M92288 


Drosophila 
melanogaster 


beta-spectrin 


290 


51 


927 


Y27575 


Homo sapiens 


Human secreted protein 
encoded by gene No . 9 . 


1392 


100 


928 


Y22499 


Homo sapiens 


Humar. secreted protein 
sequence clone mh703_l . 


2249 


100 


93 0 


AJ224326 


Homo sapiens 


r 1 1 5 ate 
epimerase 


912 


100 


931 


U28991 


Caenorhabdit 


coded for by C. elegans cDNA 


660 


55 



166 
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TABLE 2 



SEQ 
ID 
NO: 


ACCESSION 
NUMBER 


SPECIES 


DESCRIPTION 


SMITH- 


IDENTITY 








cm21c7 






932 




Homo sapiens 








933 


G01884 


Homo sapiens 


Hunan secreted protein, SEQ 
ID NO: 5965. 


767 


98 


934 


AJ276485 


Homo sapiens 


integral membrar.e transporter 


1200 


100 


935 


AL035681 
AB026808 


Homo sapiens 


dJ756G23.3 (novel protein 
similar to drosophila 
transcriptional repressor) 


1142 


80 


"937 


7AB015345 


Homo sapiens 


^ I ^pg°^g mln XI 


2142 


95 


938 


X65724 


Homo sapiens 


ORF2 


498 


10 0 








by gene 156 . 










Homo sapiens 


j™^q. S g?2B ted Pr ° tein ' SEQ 


117 


100 




AF094583 


Homo sa ieri — 
mo sapiens 


nutative HIV-1 infection 


452 


100 


942 


AC024200 


Caenorhabdit 


contains P similarity to 

several zinc finger proteins 

domains 


~T50 




943 


AF129756 




G5c 






944 


M2376S 


Rattus 


alpha- tropomyosin 


133 


96 


945 


AC009917 


Arabicopsis 


Contains similarity to 


583 




945 


AF2234S8 


Homo sapiens 


AD021 protein 


551 


44 


AF055473 










948 


X75756 


Homo sapiens 


protein kinase C mu 


2019 


68 




AF143956 


hus Tiusculgs 


coron-n-2 ^ 


2300 


93 


~$50 


Y36729 


sapiens 


Human PG1 protein sequence. 


1861 


99 


951 


W49041 


Homo sapiens 


Human low density lipoprotein 


282 


67 


952 


ABQ168ai 


Arabidopsis 


gene_i d : MXC1 7 . 7 ~ 


203 


46 


953 


Y017S5 


Homo sapiens 


Human ubiquitin-conjugating 
1999^12 ^AUG^!^ 8^Human^NCE^2 ~ 


365 


100 




AF145615 


melanogaster 


BcDNA . GH03 377 


823 


45 


955 


U09410 


Homo sapiens 


zinc finger protein ZNF131 


2483 


99 


956 


U09410 


Homo sapiens 


zinc finger protein ZNF131 








AF195623 




alpha 










melanogaster 


0.9 kb 








U54807 


norvegicus 










AF058807 










961 


G03244 


Homo sapiens 


Human secreted protein, SEQ 

ID NO: 7325. 


471 


100 


962 


AF078850 


Homo sapiens 


sreroid dehydrogenase homolog 


5 83 


40 


963 


AP0017S4 


Homo sapiens 


transient receptor potential- 
related channel 7, a novel 
putative Ca2+ channel protein 


317 


30 


964 


AL035419 


Homo sapiens 


dJ1100H13.1 (putative novel 
protein) 




100 


965 


X61381 


cactus 


interf eror.- induced protein 


202 


46 




D38169 


sapiens 


inositol 1 , 4, 5-trisphosphate 
3 -kinase isoenzyme 




100 


967 


AL031432 


sapiens 


dJ465N24.2.1 (PUTATIVE novel 
protein) (isoform 1) 


893 


100 J 



167 
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TABLE 2 



PCT/US00/34263 



ID 
NO: 


NUMBER 


SPECIES 


DESCRIPTION 


SMITH- 
WATERMAN 
SCORE 


% 

IDENTITY 






Homo P 






4r 


969 


AJ011306 


sapiens 


guanine nucleotide exchange 
factor (long isoform) 


2752 










exosome component Rrp4 6 






971 


U53336 


Caenorhabdit 
is elegans 


weak similarity over a short 
region to myosin heavy chain 


536 


23 




AC018749 


major 


L8840 . 12 


589 




973 


AF1885D4 


Mus musculus 


LNV 


544 


85 






Homo sapiens 


Taxi binding protein 






975 


AF049523 


Homo sapiens 


nun ting tin- interacting 
protein HYPA/FBP11 


1390 


97 




AF161530 


Homo sapiens 


HSPC182 




100 


977 


G04020 


Homo sapiens 


Human secreted protein, SEQ 
ID NO: 8101. 


626 




978 


AF164797 


Homo sapiens 


ribcsomal protein L17 isolog 


908 


"Too 


979 


U94991 


Xenopus 
laevis 


transcription factor XLM01 


795 


97 


980 


S73775 


Homo sapiens 


calmitine; calsequestrine 


2029 


100 


981 


Y94888 


Homo 
sapiens 


Human protein clone HP01462. 


2501 


100 


982 


AJ243191 


Bos°taurus nS 


heat shock protein 


827 


96 


983, 


X65020 




PSST subunit of the NADH: 
ubiquinone oxidoreductase 


964 


85 


984 


AJ2492 0 7 


Rhodococcus 
sp. AD45 


putative racemase 


351 


43 


985 


S30093 




basic transcription factor 2, 
35 kD subunit 


1576 




986 


AB030835 


Homo sapiens 


contains two glutamine rich 
domains, three zir.c-f ^nger 
domains, and mat r in 3 
homologous domain 3 (MH3) 


4597 


99 


987 


AF227258 


Bos taurus 


RPGR- interacting protein-1 


1262 


38 


988 


AL022238 


Homo sapiens 


dJ1042KlD.2 (supported by 
GENSCAN, FGENES and GENEWISE) 


4048 


99 


989 


AL022238 


Homo sapiens 


dJ1042K10.2 (supported by 
GENSCAN, FGENES and GENEWISE) 


2321 


—9 


990 


AF161426 


Homo sapiens 


HSPC3 08 


448 


92 




AF161426 


Homo sapiens 


HSPC308 


448 


92 


992 


AF16142S 


Homo sapiens 


HSPC308 


453 


92 


993 


AL023859 


Schizosaccha 

romyces 

ponbe 


trna-splicing endonuclease 
subunit 






994 


AL049631 


Homo sapiens 


dJ513M9.1 (novel Homeobox 
domain protein) 


241 




995 


AC005253 


Homo sapiens 


R26445 1 


902 


Too 


996 


AF265206 


Homo sapiens 


M0G1 isoform A 


974 


100 


997 


AJ248285 


Pyrococcus 


sarcosine oxidase, subunit 
beta (soxB) 


195 


28 


998 


AE003641 


Drosophila 
melanogaster 


BG:DS00941.3 gene product 


218 


58 


999 


W69343 


sapiens 


Secreted protein of clone 
CR93 0_1 . 


1340 


98 


1000 


AY007135 


Homo sapiens 


similar to bovine ADP/ATP 
translocase Tl mRNA with 
GenBank Accession Number 
M24102 .1 


1543 


100 


1001 


Y73381 




HTRM clone 1877278 protein 


1668 




1002 


AF208844 


Homo sapiens ; BM-002 


428 


100 


1003 


AE004944 


Pseudomonas 
aeruginosa 


hypothetical protein 


134 


35 


1004 


AL031431 


Homo sapiens 


dJ462C23.2 (novel protein) 


2058 


100 


1005 


S45367 


f amiliaris 


centractin 


1949 


100 



168 
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TABLE 2 



ID 
NO: 


ACCESSION 
NUMBER 


SPECIES 


DESCRIPTION 


SMITH- 
WATERMAN 
SCORE 


% 

IDENTITY 






familiaris 












musculus 


chaperonm containing TCP-1 
epsilon subunit 


2649 


96 








Fragment of human secreted 
protein encoded by gene 38. 




97 








Kruppel-type sine finger 
protein 










is elegans 


K01H12 . 1 










Homo sapiens 


Kruppel-type zinc finger 




58 




Z1400C 


Homo sapiens 




-§§r 




1013 


G02841 




Human secreted protein, SEQ 
ID NO: S922 . 




93 




AF145659 


Drosophila 
melanogaster 


BcDNA.GH1033 3 


1244 


52 






Homo sapiens 


Fragment of human secreted 
protein encoded by gene 65. 


664 


67 


1016 


Y02591 


Homo sapiens 


A human progesterone receptor 
complex p23-like protein. 


77:; 


97 




Y99448 


Homo sapiens 


Human PR01759 (UNQ832) amino 
acid sequence SEQ ID NO: 374. 


2323 


100 


1018 


XG72S0 


Rattus 
iiorveyiu'js 


n-chimaerin 


171 0 


97 


1019 


AF133417 


Homo 


microtubule- associated 
proteins 1A/1B light chain 3 


S31 


100 


1020 


AF1S4795 


Homo sapiens 


sex-regu-ated protein j anus --a 


S74 


100 




AF19062S 


Coturnix 


qdgi-1 


638 


36 




AL133363 


Arabidopsis 
thaliana 


putative protein 


155 


37 




AB034912 


Homo sapiens 


WD- repeat like sequence 


2483 


100 


1024 


AY007O91 




similar to Homo sapiens 
mammalian inositol 
hexakisphosphate kinase 2 
(IP6K2) mRNA with Ge 


2243 


100 






Homo sapiens 


P63 protein 






102S 


U80736 


Homo sapiens 


CAGF9 


1657 


100 


1027 


AB029333 


Halocynthia 


HrPET-1 


1048 


54 


1028 


AB032931 


Homo sapiens 


ubiqu^tin-conjugating enzyme 
isolog 


1 045 


100 






Homo sapiens 


Human secreted protein, SEQ 
ID NO: 5878. 


749 








Homo sapiens 


Human secreted protein, SEQ 
ID NO: 5878. 






1031 


AF193 795 


Homo sapiens 


vacuolar sorting protein 
VPS29/PEP11 


960 


100 


1032 


AJ2229S8 


Mus nrusculus 


L-periaxin 


120 


30 






Schizosaccha 

romyces 

pombe 


DNA2-NAM7 helicase family 


685 










protein encoded by gene 75. 






1035 


AJ27S004 


Mus musculus 




1709 




1035 


AF025459 


Caenorhabdit 


H14A12.3 gene product 




30 


1037 


U3 7251 


Homo sapiens 


Description: KRAB zinc finger 
protein; this is a splicing 
supplied by author 


196 


43 


1038 


W74580 




Human membrane protein 
BA0306 . 


1921 


97 


1039 


U88173 


Caenorhabdit 


weak similarity to 
Arabidopsis thaliana 
ubiquitin-like protein B 


331 


80 



169 



WO 01/53312 



PCT/US00/34263 



TABLE 2 



NO: 


NUMBER 


SPECIES 


DESCRIPTION 


WATERMAN 
SCORE 


% 

IDENTITY 


1040 


AF290204 


Homo sapiens 


blood group carrier molecule 


1637 


99 


1041 


Y96730 


sapiens 


PP.053 9, a Costal -2 homologue. 


162 


22 






Homo^a^iens 


FSPC189 r ° te:Lrl FWD2 


2397 


98 


"1043 


AF151023 










1044 


AF181631 


Drosophila 


EcDNA. GH04929 


204 


37 


"ToTs — 


Y77g85 


Homo"sapiens 


Human collectin amino acid 

sequence . 












6-phosphcg_uconolactonase 






1047 


AB035863 


Homo sapiens 


ATP specific succinyl CoA 
synthetase beta subunit 


2324 


99 








dL.1184F4.2 (novel protein 
similar to nucleolar protein 






1049 


AF163825 




pre-B lymphocyte protein 3 


634 


100 


1050 


AF201S49 


Homo sapiens 


60S ribosomal protein L3 0 




100 


1051 


AF190624 


Mus musculus 


mdgl-i 


236 


85 






melanogaster 


CG6151 gene product 


160 


44 


1053 


G01191 


Homo sapiens 


Human secreted protein, SEQ 
ID NO : 5272 . 


646 


98 


1054 


AL1G2756 


Neisseria 
meningitidis 


Glu-tRNA(Gln) 

amidotransf erase subunit A 


682 


~<M 


1Q5S 


AF181856 


norvegicus 


tRNA selenocysteine 
associated protein 






105S 


U89S49 


Chlamydcn-.cna 
reinhardtii 


Mrl9,000 outer arm dynein 
light chain 


244 


"34 


1057 


AF159141 


Homo sapiens 


breast cancer metastasis- 


SS3 


53 


1058 


AF230929 


sapiens 


keratinocyte annexin-like 


1710 


99 


1059 


AJ270952 


Homo sapiens 


putative membrane protein 


1363 


100 


10S0 


AF224263 


Heterodontus 


HOXD8 


742 


83 


10S1 


X63417 


Homo sapiens 


IRLB 


1037 


100 






coelicoTor 


.lypothetical protein 






1053 


Y71112 


Homo sapiens 


Human Hydrolase protein-10 


2547 


100 


1064 


AF263S14 


Homo sapiens 


acetyl-CoA synthetase 


3493 


99 




Y13355 


Homo sapiens 


Amino acid sequence of 


1363 


100 


1066 


AC006153 


Homo sapiens 


similar to Aquifex aeolicus 
to AE000771 (PID.-g2984292) 


6S2 


98 


1067 


Y18930 


solfataricu 
Homo 51 ar:LCJS 


hypothetical protein 


162 


29 


1068 


R65969 


sapiens T9 8G 


Glioblastoma-derived 

polypeptide . 


887 




1069 


Y07964 


Homo sapiens 


Human secreted protein 
fragment 


863 


96 


1070 


AF177476 


Rattus 
norvegicus 


CDK5 activator-binding 


1995 


86 




AF245505 


Homo sapiens 


adlican 


3109 


99 


1072 


U92794 




] ph i glucosidase II, beta 


147 




1073 


G03889 


Homo sapiens 


Human secreted protein, SEQ 
ID NO: 7970. 


698 




1074 


U15779 


Homo sapiens 


p70 


380 


28 


1075 


Y13392 


Homo sapiens 


Amino acid sequence of 


1271 



170 



WO 01/53312 



PCT/US00/34263 



TABLE 2 



ID 


NUMBER 




DESCRIPTION 


SMITH- 
WATERMAN 
SCORE 


IDENTITY 








protein PR0328 

" 






Tuts — 


AF1S14S7 


Homo sapiens 




"571 




1077 


Y79509 


Hcmo sapicna 


Human carbohydrate-associa :ed 


2151 


98 


1078 


AF223466 


Homo sapiens 


HT015 protein 


~~831 


_ 


1079 


AL132965 




putative WD-40 repeat-protein 


28S 


29 


1080 


AB024937 




LUNX 


1284 


100 




Y14758 


Homo sapiens 


V-ATPase G-suounit like 


579 


100 


1082 


AF01S41G 


C-norhabdit 
Homo" Lega i 3 


F29A7.4 gene product 


141 


31 


1Q83 


L13291 


Mus°musculus~~ 


— - J : ; — 

ncosy arginme hydrolase 


802 


45 


T084 


AB041541 


Homo^apiens 




151 


44 


108S 


GQ1322 




ID NO: 6003 . 


















1087 


AF151S38 


Homo sapiens 


phosphatidylcholine transfer 


1142 


100 


1088 


Y84432 


Homo sapiens 


Amino acid sequence o£ a 
human RNA-associated 


2783 


100 


1089 


Y94857 


Homo 


Human protein clone HP105S3 . 


613 


100 






Homo sapiens 


unnamed prctem product 


130 


49 


"Toy! — 


AB041586 




unnamed probein product 






1092 


Y71277 


Hono sapiens 


Human Zlipc3 protein. 


SOS 


100 


1093 




U34973 




Mug irusculus 


protein tyrosine phosphatase- 
like 


1131 


95 






Homo 

sapiens 


Membrane -bound protein 

u_ . ' - -. , 


522 


5S 


103S 


YS72 ,, G 


omo sapiens 


containing^rotein HSPP 53 
SEQ ID NO: 53. 


1029 


99 








containing protein HSPP-53 
SEQ ID NO: 53. 








AF161455 










1098 


080029 


Caenorhabdit 


similar to thioredoxin 


242 


39 




AJO 0 5 8 S 6 




Sqv~7~li|-e protein 


1321 


99 




AJ00586S 


Homo sapiens 








1101 


AJ00586S 


Homo sapiens 


Sqv-7-like protein 


891 


99 














1103 


AL110244 


Homo sapiens 


hypothetical protein 


299 


31 






melanogaster 


brakeless-B 




52 




AL031010 




protein similar to C. elegans 
C02C2 .5) 






11Q g 


U28016 


Mus musculus 


parathion hydrolase 
(phosphotriesterase) -related 






1107 


AJ278150 


Homo sapiens 


putative lipid kinase 


"2207 


99 


1108 


G03733 


Homo sapiens 


Human secreted protein, SEQ 
ID NO: 7814 . 


495 


98 


1109 


AF217287 


Drosophila 
melanogaster 


G protein RhoBTB 


834 


54 




Y28921 


sapiens 


Human regulatory protein 
HRGP-7. 


941 






Y28921 




Human regulatory protein 
HRGP-7. 


1331 


51 


1112 


AF17S704 


Homo sapiens 


F-box protein FBX9 


2027 


99 


1113 


AF182076 


sapiens 


glioma tumor suppressor 
candidate region protein 2 


2418 


100 


1114 


G04039 


Homo sapiens 


Human secreted protein, SEQ 


475 





171 



WO 01/53312 
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TABLE 2 



ID 


NUMEER 






WATERMAN 


IDENTITY 








ID HO: 6120. 










Homo m sapiens 


sine finger protein 289 


1697 


91 


1116 


L40357~~ 










1117 


L40357 


Homo sapiens 


thyroid receptor interactor 


404 


85 


1118 


A12155 


Homo sapiens 
^rabxdopsis 
a iana 


human X5L cDNA. 


1673 


100 




AL1 1542 


isonerase like protein 


607 


53 


112Q 


AL023754 




dJ272L15.1 (Rat 
Ca2+/Calmodulin dependent 
Protein Kinase LIKE protein) 






1121 


Y57901 


Homo sapiens 


Human transmembrane protein 
HTMPN-25 . 


321 


36 


1122 


214122 




XLCL2 


455 


77 


1123 


AF225418 


Homo sapiens 


lipase 


1531 


97 








Zen GTPase interacting 
protein ZIP. 






1125 


AL035690 


Homo sapiens 


dJ202I21.1 (novel protein) 


952 


100 




AJO 0 0217 


Homo sapiens 






99 


1127 


AB030505 


Mus musoulus 


UBE-1C2 


1069 


79 


11.28 


Y73375 




HTRM clone 14 2783 8 protein 


874 


100 


1129 


Y78941 


Homo sapiens 


Cyclophi-lin-type peptidyl 
prolyl cis/ trans isomerase 
amino acid sequence. 


~1 


"Too 




AL023553 


Homo sapiens 


dJ347H13.4 (novel protein) 


557 


100 


1131 


Y91945 


Homo sapiens 


Human chaperone protein 6 
(HCHP-6) . 


1408 


100 


1132 


Z68197 


Schizosaccha 
ronyc s s 


putative nuclear pore protein 


"596 


39 






Schizosaccha 
romyces 


putative nuclear pore protein 




3b 


1134 


AF180681 


Homo sapiens 


guanine nucleotide exchange 


3597 


100 


1135 


AF079765 


Mus musculus 


enhancer of polycomb 


264 


41 






Mus mus cuius 


clathrin-associated protein 




41 


1137 


AJ00S219 


Drosophila 
melanogaster 


clathrin-associated protein 


1254 




1138 


Y76218 


Homo sapiens 


Human secreted protein 
encoded by gene 95 . 


"440 


98 


1139 


W88104 


Homo 


A Rab protein designated 
HRABS - 2 . 


1065 


99 


1140 


Y13401 


Homo sapiens 


Amino acid sequence of 


3979 


-5S 


1141 


W85026 


Chimeric - 


Green fluorescent protein- 
Zap70 fusion product . 


3309 


100 


1142 


Y13402 


Homo sapiens 


Amino acid sequence of 
protein PRO310 . 


1694 


99 


1143 


G03875 


Homo sapiens 


Human secreted protein, SEQ 
ID NO : 7956 . 


560 


99 


1144 


Y12917 


Homo sapiens 


Amino acid sequence of a 


750 


98 


1145 


Y12917 


Homo sapiens 


Amino acid sequence of a 
human secreted peptide. 


1096 


100 


1146 


AL022157 


Homo sapiens 


SPIN (SPINDLIN HOMOLOG 
(PROTEIN DXF34) ) 


1233 


100 




AL022157 




SPIN (SPINDLIN HOMOLOG 
(PROTEIN DXF34) ) 


1233 


100 


1148 


G02548 


Homo sapiens 


Human secreted protein, SEQ 
ID NO: 6629. 


3 70 






Y73338 


Homo sapiens 


HTRM clone 2019742 protein 
sequence . 




100 


1150 


W74841 


Homo sapiens 


Human secreted protein 
encoded by gene 113 clone 


228 


55 



172 



WO 01/53312 
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TABLE 2 



SEQ 
No" 


ACCESSION 
NUMBER 


SPECIES 


DESCRIPTION 


SMITH- 
WATERMAN 
SCORE 


IDENTITY 








HEAAR60. 






1151 


AF044201 


Rattus 
norvegicus 


neural membrane protein 35; 
NMP3 5 


1570 


92 


1152 


AF15S774 


Homo 
sapiens 


lysophosphatidic acid 
acyltransf erase-gammal 


1855 


99 


1153 


AL118501 


Homo sapiens 


dJ1191N16.1 (A novel protein 
(translation of the cDNA 
DKFZp566A0946, Em:AL050069) ) 


872 


64 


1154 


AF131852 


Homo sapiens 


Unknown 


473 


100 








Human PR0352 protein 
sequence . 




97 


1156 


G04036 


Homo sapiens 


Human secreted protein, SEQ 
ID NO: 8117. 


607 


99 


1157 


AF112444 


Lupinus 


L- asparaginase 


287 


43 


1158 


AF151848 


Homo sapiens 


CGI-90 protein 


232 


32 


1159 


AJ272267 


Homo sapiens 


cr.oline dehydrogenase 


2449 


100 


1160 


AB001773 


sav.i.gny: 


PEM-6 


196 


33 


1161 


Y87330 


Homo sapiens 


Human signal peptide 
containing protein HSPP-10 7 
SEQ ID NO: 107. 


746 


83 


1162 


Y87330 


Homo sapiens 


Human signal peptide 
containing protein HSPP-107 
SEQ ID NO: 107. 


746 


83 


1163 


AF113534 


Homo sapiens 


HP1-BP74 protein 


2723 


95 


1164 


AF232226 


Danic rerio 


Deddl 


191 


41 


1165 


AL118501 


Homo sapiens 


dJ1191N16.1 (A novel protein 
(translation of the cDNA 
DKFZp566A0946, Em:AL0500S9) ) 


1051 


71 


1166 


AL118501 


Homo sapiens 


dJ1191W16.1 (A novel protein 
(translation of the cDNA 
DKFZp5£6AQ946, Em:AL050069) ) 


945 


76 




AF187733 


Homo sapiens 


syntaphilin 


831 




1168 


AB019435 


Homo sapiens 


phosphol ipase 


951 


55 






Homo sapiens 


KE03 protein 


324 


33 


1170 


Y01164 


Homo sapiens 


Po-ypeptide fragment encoded 
by gene 6 . 


1191 


100 


1171 


L03188 


Saccharomyce 




180 


-22 


1172 


AF113751 


Mus musculus 


nuclear pore membrane 
glycoprotein POM210 


3941 


81 






Homo sapiens 






100 


1174 


AL022238 




dJ1042K10.3 (novel protein) 


1285 


100 


1175 


U41278 


Caenorhabdit 
is elegans 


F33G12.3 gene product 


332 


28 


1176 


M35617 




T-cell receptor V-alpha-J- 
alpha region 




83 




AC012680 


Arabidopsis 

thaliana 


putative protein phosphatase 
2C; 55455-56414 


209 


37 




G01345 




Human secreted protean, SEQ 
ID NO: 5426. 


692 




1179 


AL096767 




dJ579N16.3 (novel protein 
similar to worm, Arabidopsis 
and pine proteins) 


1342 


100 


1180 


AF03971S 


Caenorhabdit 


similar to ATP synthase B 


496 


55 


1181 


Y11710 


Homo sapiens 


collagen type XIV 




97 


1182 


X82240 


sapiens] 
>R94 974 
R94974 09- 
MAY-1996 27- 
OCT-1994 
Human TCL-l 
polypeptide . 


T cell leukemia/lymphoma 1 


617 
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TABLE 2 



SEQ 

ID 
NO: 


ACCESSION 
NUMBER 


SPECIES 


DESCRIPTION 


SCORE 


H 

IDENTITY 






[Homo 
sapiens 










U42841 


Caenorhabdit 
is elegans 


short region of weak 
similarity to collagen 






1185 
1186 


AJ131613 


Homo sapiens 


dicarbcxylate carrier protein 


1470 


99 


L27S45 




growth-associated protein 


13 0 


36 


1187 


Y0273S 


Homo°sapiens 


Huuicui secreted protein 
encoded by gene 89 clone 
HLHFP03 . 


636 




1188 


AF217544 


Xenopus 
laevis 


ornithine decarboxylase-2 


1459 


60 


1189 


AL136307 


Homo sapiens 


dJ380B8.2 (Neuritin, a 
protein which promotes 
neurite outgrowth) 


182 


33 


1190 


X89602 


Homo sapiens 


rTSbeta 


197 


100 


1191 


U32828 


Haemophilus 
influenzae 
Rd 


ribosomal protein S6 
modification protein (rimK) 


268 


31 


1192 


AF154831 


Rattus 
norvegicus 


PV-1 


1403 


60 






Homo sapiens 


Human fetal brain cDNA clone 
vcl6_l derived protein. 


918 


100 


1194 


AF02S530 


Rattus 
norvegicus 


stathmin-like-protein splice 
variant RB3 ' ' 


1093 


97 


1195 


U35214 


Rattus 

norvegi cus 


vacuolar protein sorting 
homolog r-vps33a 


2981 


96 


1196 


Y70470 


Homo sapiens 


Human p53 target molecule, 
PRG3 protein. 


1680 


100 


1197 


AF157318 


Homo sapiens 


AD-017 protein 


912 


47 


1198 


AF125443 


Caenorhabdit 


contains similarity to S. 
pombe phosphatidyl synthase 
(GB:Z28295) 


460 


39 


1199 


AF201934 


Homo sapiens 


DC12 


1G49 


88 




AL031775 


Homo sapiens 


dJ30M3.3 (novel protein 
similar to C. elegans 
Y63D3A.4) 


1902 


100 




M21103 




BIIIB4 high-sulfur keratin 


484 


82 


1202 


Z85986 


Homo sapiens 


dJ108K11.3 (similar to yeast 
suppressor protein SRP40) 


1143 


75 


1203 


U18762 


norvegicus 


retinol dehydrogenase type I 




52 


1204 


U35730 


Mus musculus 


jerky 


2235 


76 


1205 


AB002327 


Homo sapiens 


KIAA03 2 9 


151 


24 


1206 


AB019233 


Arabidopsis 
thaliana 


ubiquinone/menaquinone 

biosynthesis 

methyl transf erase-like 


762 


56 


1207 


AL136307 


Homo sapiens 


dJ380BS.2 (Neuritin, a 
protein which promotes 
neurite outgrowth) 


742 


100 


1208 


AF207989 


Homo sapiens 


orphan G-protein coupled 


2326 


100 


1209 


Z97630 


Homo sapiens 


dJ456N1.4 (novel protein 
similar to ANK3 (ankyrin 3, 
node of Ranvier (ankyrin 
G) ) ) 


181 


44 


1210 


U21549 


Mus musculus 


Ac3 9/physophilin 


1280 




1211 


Y27700 




Human secreted protein 
encoded by gene No. 12. 




100 


1212 






odd- skipped related 1 protein 


945 




1213 


AF277233 


Naegleria 


calcineurin B 


222 


39 


1214 


D14849 


Mus musculus 


neiosis-specif ic nuclear 
structural protein 1 


1950 




1215 


G03022 


Homo sapiens 


Human secreted protein, SEQ 
ID NO: 7103 . 


590 


100 


1216 


Z72510 


Caenorhabdit 


similarity to yeast UTR3 




49 
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TABLE 2 



PCT/US00/34263 



SEQ 
ID 


ACCESSION 
NUMBER 


SPECIES 


DESCRIPTION 


WATERMAN 


% 

IDENTITY 






is elegans 


protein (Swiss Prot accession 
yk677hll.5 comes from this 
gene 










Saccharomyce 




134 


?? ' 


1218 




thaliana 








1219 


L10910 


Homo sapiens 


splicing factor 


1026 


71 


1220 


270750 


Caenorhabdit 
is elegans 


similar to vanadate 
resistance protein 

this ST1 ere ran ° US C ° meS ;r0m 


965 


58 


1221 




AL163 815 


Arabidopsis 
thaliana ^ 


putative protein 


653 


61 




-p 


Homo sapiens 


— : — . . 

sine finger protein KY-REN-21 
ant.gen ^ ^ 


2261 


100 


T^Ti — 
-T253— 

1225 


J0 r 071 


Bos taurus 

os aurus 


protein gamm^^subunit 


356 


100 


Y73364 


Homo sapiens 


HTRM clone 2765991 protein 


1169 


99 


AL050170 


Homo sapiens 


hypothetical protein 




100 


1226 


XS4002 


Homo sapiens 


RAP74 


2661 


99 


122-7 


X04085 


Homo sapiens 


catalase 


2846 


100 




AJ00S620 


Mus musculus 


skeletal muscle-specific gene 


1416 


90 


1229 


AF045564 


Rattus 
ncrvegicus 


development-related protein 


1715 


93 


1230 


X97571 


Mus musculus 


HCMV- interacting protein 


479 


95 


1231 


L08239 


Homo sapiens 


located at OATL1 


2274 


100 


1232 


AF121863 


Homo sapiens 


sorting nexin 14 


1964 


100 




AF121863 


Homo sapiens 


sorting nexin 14 


1203 


84 


1234 


AC024B05 


Caenorhabdit 


contains similarity to 

TR : 034 595 


744 


31 


1235 


AC006634 


Caenorhabdit 
is elegans 


Saccharomyces cerevisiae 
probable membrane protein 
YLR418C (GB:U20162) 


357 


33 


1236 


Y18101 


Mus musculus 


macrophage actin-associated- 
tyrosine-phosphorylated 


1559 


87 


1237 


AB042646 


Homo sapiens 


TGIF2 


1224 


100 






Homo sapiens 




1694 


100 


~1239 


AB02 6264 










1240 


G00429 


Homo sapiens 


Human secreted protein, SEQ 


324 


100 




Y76144 


Homo sapiens 


Human secreted protein 

encoded by gene 21. 


1363 


53 


1242 


AL035602 


Arabidopsis 


putative protein 


499 


28 


1243 


X76483 


Gallus 


Yes-associated protein 


574 


48 


1244 


AF220186 


Homo sapiens 


uncharacterized hypothalamus 
protein HT012 


503 


100 


1245 


AL021453 


Homo sapiens 


CJ821D11.3 (PUTATIVE protein) 


856 


100 














1247 


Y57910 


Homo sapiens 


Human transmembrane protein 
HTMPN-34. 


1369 




1248 


AC004874 


Homo sapiens 


similar to N- 

acetylgalac tosaminyl t ransf era 
se; similar to Q0753 7 
(PID:gll71989) 


957 


100 


1249 


AF199597 




A-t | - j s iuu chdiiuel 

modulatory protein l 


1139 


100 


1250 


Y13148 


Rattus 
norvegicus 


PAG608 


1350 


88 


1251 


M24852 


Rattus 
norvegicus 


neuron- specif lc protein PEP- 
19 


124 





175 



WO 01/53312 
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TABLE 2 



ID 


NUMBER 




DESCRIPTION 


SMITH- 
WATERMAN 


IDENTITY 


1252 


AF14 673 8 


norvegicus 


testis specific protein 


771 


83 








ID NO: 68C6. 








W44375 




enzyme polypeptide . 






1255 




Homo sapiens 


BC41195_1 


"831 


78 








trans formylase 






"T§§5 — 





Homo .. s .?.P lens 


SURF-2 


1354 


37 






Homo sapiens 


oro'-ein^PRO^ll 1 ^ 110 ' 5 ^ 


2383 


100 


1259 


ACOOS014 


Homo sapiens 


similar to RF? transforming 
protein,- similar to P14373 
( PID : g!32517 ) 


1299 


100 


1250 


AC005099 


Homo sapiens 


match to AI222572 


469 


100 






Homo sapiens 


coding sequence of DHPR (1 is 
1st base in codon) (561 is 
3rd base in codon) 






log2 


X1 _ 443 


Rattus sp 


<AA 1-568) 










Mus tr.usculus 


neuronal PAa3 


977 


94 


"T2T3 


AF178983 


omo sapiens 


Ras-associated protein Rapl 


433 


97 


~1265 


Y7Q47 3 


omo sapiens 


associated 1C protein t l d ^CNAP 
1) . 


2785 


99 






Homo 


sequence 0541 Pr ° tein 


1622 


100 


■■1267 


AF0S134S 


Mug musculus 


~ 1 C pi orein 


1077 


64 






is elegans 










AF233 582 






Ti§7 


95 


1270 


AF195951 


Homo sapiens 


signal recognition pa-ticle 

6 8 












dJ883M15.3 (novel protein) 





55 


1272 


AF201933 


Homo sapiens 








1273 


AF201933 


Homo sapiens 


DCI1 


346 


98 






thaliana 










Y86295 49 




R33S83_3 


556 


100 


- 127g 




Homo sapiens 


HL2AG87, SEQ ID N0:210. 










Homo sapiens 


/ HYDRL - 9 ! 


1576 


99 


1278 


S94421 


Homo sapiens 


T cell receptor eta-exon 


478 


100 






sapiens 


PR01344 . 












HSPC262 






1281 


Y48610 


Homo sapiens 


Human breast tumour- 


779 


100 


1282 


AC015446 


Arabidopsis 


Similar to AIG1 protein 


406 


35 


1283 


AK024432 


Homo sapiens 


FLJ00022 protein 


"403 " 


— 


1284 


W9S153 


Homo sapiens 


Human FADD- interacting 
protein (FIP) . 






1285 


AJ001019 


Homo sapiens 


ring finger protein 


13D1 


100 


1286 


AE003823 


Drosophila 
melanogaster 


CGI 3 17 8 gene product 


195 


29 


1287 


AF178632 


Homo sapiens 


FEM-l-like death receptor 


3261 


100 


1288 


ACO06O33 




similar to MLK 64; similar to 
138027 (PID:g2135214) 


1195 


100 


1289 






similar to MLN 64,- similar to 
138027 (PID:g2135214) 




93 


1290 


AB023811 


Homo sapiens 


TU3A 


351 


s, 



176 
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ID 


ACCESSION 
NUMBER 


SPECIES 


DESCRIPTION 


SMITH- 
WATERMAN 
SCORE 


% 

IDENTITY 


1291 


Z73424 


Caenorhabdit 


C44B9.1 


235 


36 


1292 


Y94871 


Sen." 


Human protein clone HP02551. 


1222 


100 


1293 


AF180425 


Homo sapiens 


retinoblastoma -associated 
protein RAP14 3 


489 


29 


1234 


G03856 


Homo sapiens 


Human secreted protein, SEQ 
ID NO: 7937 . 


538 


-55 






Mus musculus 


ARL-6 interacting protein-2 


367 


51 


1296 


AJ249735 


Homo sapiens 


claudin-6 


1142 


100 






coli 


pspE protein 


535 


100 


1298 


AF169284 


Homo sapiens 


LIM and cysteine-rich domains 


1997 


100 


1299 


U41023 


-Ca.nu.habd.L 
is elegans 


coded for by C. elegans CDMA 
yk61fl.3; coded for by C. 
ykl09h8 .5 


"324 


29 




AB024523 


Homo sapiens 


oasic kruppel like factor 


1206 


100 


1301 


X55989 


Homo sapiens 


eosinophil cationic- related 
protein 


737 




1302 


AP007151 


Homo sapiens 


unknown 


1481 


100 






Escherichia 
coli 


open reading frame (AA 1-65) 


359 


100 






coli 


galactonate dehydratase 


242 


93 




AF266508 


MU3 IT.USCUIUS 


NELF protein 


1409 


97 


1306 


Y57901 




Human transmembrane protein 
HTMPN-25. 


932 








Caencrhabdit 
is elegans 


similar to the mitochondrial 
carrier family 


365 


54 




AF044774 


Homo sapiens 


breakpoint cluster region 
protein 2 


2681 


99 






I-Iomo sapiens 


,~,r:r ori . l (xtaaobso) 


2S7 


34 


1310 


X82G93 


Homo sapiens 


24 8 antigen 


620 


96 






is elegans 


C47A4 .1 


283 


35 




AF131218 


Homo sapiens 


cnromosome 16 open reading 


14 93 


100 


1313 


Y41763 


Homo 


Human PR093 8 protein 


1636 


100 


1314 


AF196972 


Homo sapiens 


JM24 protein 


2239 


100 


1315 


AF053356 


Homo sapiens 


insulin receptor substrate 


228 


97 


1316 


Y66695 




Membrane -bound protein 
PR01344 . 


1909 


100 


1317 


AF1S3127 


Gallus 
gallus 


SA?K interacting protein 


2442 


89 


1318 


AF153127 


Gallus 
gallus 


SAPK interacting protein 




83 


1319 


AF153127 


Gallus 


SAPK interacting protein 


1651 


86 


1320 


X56932 


Homo sapiens 


23 kD highly basic protein 


1044 


100 


1321 


AF174605 


sapiens] 

Y83086 09- 
MAR-2000 28- 
AUG-1998 F- 
box protein 
FBP-18. 
[Homo 


F-box protein Fbx25 


467 


70 




M61732 


Trypanosoma 


neuraminidase 


214 


24 


1323 


Y17013 


porcine 
endogenous 




304 





177 
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ACCESSION 
NUMBER 


SPECIES 


DESCRIPTION 


SMITH- 
WATERMAN 
SCORE 


IDENTITY 














1324 


AL138655 


Arabidopsis 
thaliana 


putative protein 


1174 


37 






thaliana 


nut-stive protein 




35 


132S 


AL133215 


Homo sapiens 


DA108L7.2 (novel protein 
similar to rat tricarboxylate 
carrier) 


1322 


99 - 


1327 


AF161541 


Homo sapiens 


HSPC056 


1357 


99 






Homo sapiens 


HTRt*: cione 619699 protein 
sequence. 


785 


96 


1329 


L10910 




splicing factor 


912 


82 


1330 


AF146568 




MIL1 protein 


1936 


100 






Homo sapiens 


Human serum glucocorticoid- 
regulated kinase (H-SGK2) 
polypeptide . 






1332 


Y41741 


Homo 


Human PR0704 protein 
sequence . 


3.860 


100 


1333 


AF295096 


Homo sapiens 


zinc-finger protein ZBRK1 


411 


-91 






Caenorhabdit 


Similarity to Mouse kinensin- 
like protein KIF4 comes from 
this gene 


578 


44 






Methanobacte 

thermoautocr 
ophicum 


conserved protein 


290 


43 


1336 


Y68779 


Homo sapiens 


Amino acid sequence of a 
human phosphorylation 
effector PHSP-11. 


1019 


"Si 


-13JT- 


AB027003 


Mus musculus 


i tcin hatase 


378 


84 






Caenorhabdit 


weak similarity to TPR 
domains 


215 


40 




AE001394 


Plasmodium 


protean of the YMR7 family 


170 


29 


1340 


X76717 


Homo sapiens 


MT-11 protein 


204 


89 




AC011914 


Arabidopsis 
thaliana 


putative mutT protein; 58398- 


289 


45 


1342 


AJ276171 


Homo sapiens 


ASPIC 


2122 


100 






Homo sapiens 


myosin regulatory light chain 
interacting protein MIR 


2303 




1344 


AC006963 




similar to Kelch proteins ; 
similar to BAA77027 
(PID:g4650844) 


894 


35 




AF257466 


Homo sapiens 


N-acetylneuraminic acid 
phosphate synthase 


1880 


99 


134S 


Y25896 


Homo sapiens 


Human secreted protein 
fragment encoded from gene 
64. 


1148 


100 


1347 


AJ272073 




Torpedo 


male sterility protein 2-like 
protein 


1664 


58 


— — 


AF1S1543 


Homo sapiens , HSPC063 


1018 


98 




W78128 


Homo sapiens 


Human secreted protein 
encoded by gene 3 clone 
HOSBI96 . 


1117 


100 


1351 


G02144 


Homo sapiens 


Human secreted protein, SEQ 
ID NO: 6225. 


418 


100 


1352 


D90869 


Escherichia 
coli 


similar to 


2047 


100 


1353 


A12029 




MRP-14 


613 




1354 


AC00S328 




R26660_l, partial CDS 




74 




AC024876 


Caenorhabdit 
is elegans 


contains similarity to 
SWrRPBl CRIGR 




61 


1356 


AF077226 


Homo sapiens 


copine III 


1876 


64 


1359 


AF217188 


Mus musculus 


YIP1B 


801 


63 


1360 


AC074331 


Homo sapiens 




3869 


100 i 


1361 


AL163279 


Homo sapiens 


homoiog to cAMP response 


5035 





178 
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SEQ 
ID 


ACCESSION 
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SPECIES 


DESCRIPTION 


SMITH- 
WATERMAN 
SCORE 


% 

IDENTITY 








element binding and beta 
transducin family proteins 












glucokir.ase regulator 




99 


13S3 


Z48475 


Homo sapiens 


gl uroki r.ase regulator 


2682 


97 








tr.egakaryocyte-enhanced gene 
transcript 1 protein; MEGT1 
protein 


2055 








Homo sapiens 


FRO0915 


581 




1366 


AF116609 


Homo sapiens 


PRO0915 


S81 


100 


1367 


AL117352 


Homo sapiens 


dJ876B10.3 (novel protein 
similar to C. elegans 
T19B10.6 {Tr:Q225S7) ) 


2581 


99 


1368 


Y34124 


Homo 


Human potassium channel 
K+Hnovl5 . 


1342 


100 


1369 


AJ245621 


Homo sapiens 


CTL2 protein 


3728 


"99 


1370 


AF008220 


Bacillus 
subtilis 


YLaG 


429 


45 






Homo sapiens 


alpha- 2 chain precursor (AA - 
25 to 1018) (3416 is 2nd base 
in codon ) 


5908 


99 


1372 


Z98048 


Homo sapiens 


3J408N23.4 (novel DnaJ domain 
protein) 


129S 


99 


1373 


AF154415 


Homo sapiens 


FLASH 


10253 


100 


1374 


020236 


Rattus 
norvegicus 


lamina associated polypeptide 
1C 


1567 


69 






Homo sapiens 






46 


137S 


AL117337 


sapiens 


bA3 93J16.1 (zinc finger 
protein 33a (KOX 31) ) 


250 


60 


1377 


AC005328 


Homo sapiens 


R26660_i, partial CDS 


1126 


100 






Homo sapiens 


me Las u as. xs — associated gene 




69 


1379 


LI5313 


Caer.crhabdit 


putative 


858 


58 


1380 


Y2S756 


Homo sapiens 


Human secreted protein 
encoded from gene 46. 


1508 


100 


1381 


7AB037360 


Homo sapiens 


ANKKZN 


5734 


95 


1382 


AB037360 


Homo sapiens 


ANKHZN 


959 


97 






Mus musculus 


G beta-like protein GBL 




96 


1384 


AF237676 




G beta-like protein GBL 


1043 


70 






Homo sapiens 


Human calcium regulatory 
protein CaREG-1. 


715 


100 


1386 


AF212162 


Homo sapiens 


ninem 


10369 


99 




AL03 1685 


Homo sapiens 


dJ963K23.2 (novel protein) 


337 


33 


1388 


AC004890 


Homo sapiens 


proteins; similar to BAA243 8 0 
>W06316 W06316 03-OCT-1996 
27-APR-1995 TRP-1 protein. 


542 


86 






Homo sapiens 


zinc finger protein ZNF223 






1390 • 


AC035150 


Homo sapiens 


Zinc finger protein ZNF221 


3459 


100 






Homo sapiens 






97 


1392 


AF2822S5 


Homo sapiens 


inner centromere protein 
INCENP 


1794 








Homo sapiens 


axonal transporter of 
synaptic vesicles 


4584 


99 








zinc finger protein SBBIZ1 






1395 


G02224 


Homo sapiens 


Human secreted protein, SEQ 
ID NO: 6305. 


299 


75 


1396 


AC004809 


Arabidopsis 
thai i ana 


Similar to 


13 0 


34 


1398 


AF242519 


Homo sapiens 


zinc finger protein SBZF3 


181 


65 


1399 


AL133396 




dJ106SH6.4 (prion protein 
like protein doppel) 


962 




1400 


Y48611 


Homo sapiens 


Human breast tumour- 
associated protein 72. 


817 


99 


1401 


AC004472 


Homo sapiens 


PI. 11639 5 


280 


54 


1402 


X91489 


Saccharomyce 


putative HMG box 


164 


27 



179 
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% 

IDENTITY 






sapiens 


Hunan tri t f l 1 N C ?FS-14. 








X81058 










1405 




Mus musculus 


ITM 


194 


29 




AB030251 




GTPase activating protein 






1407 


AJ0105 8 5 


Rattus 


PTB-like protein 


2684 


99 




X75760 


Drosophila 
melanogaster 






29 


1409 


U76S18 


Mus musculus 


N-RAP 


804 


48 




AC005578 


Hcmo sapiens 


F20887_l, partial CDS 






1411 


AE000284 


Escherichia 


orf, hypothetical protein 


360 


100 


1412 


X015S3 


Escherichia 


L5 (rplE) (aa 1-179) 


911 


100 


1413 


W78279 


Homo sapiens 


Fragment of human secreted 
protein encoded by gene 33. 


1264 


99 




AB031051 


Homo sapiens 


organic anion transporter 
OATP-E 


3832 


100 


1415 


M17466 


Homo sapiens 


coagulation factor XII 


3 4 55 


100 


1416 


AF097994 




L-kynurenine/alpha- 


2202 


99 




AF1S1077 


Homo^sapiens 


HSPC243 


1262 








Rattus 

norvegicus 


transport protein 


1098 




1419 


U13152 


Mcsocncctus 


guanine nuclcotide-binding 
protein beta 5 


2179 


7G 


1420 


AL1624 5 8 


Homo sapiens 


bA465L10.5 (KIAA1176 (novel 
protein, presumed ortholog 
of mouse K-Cl cotransporter 
KCC2) ) 


5696 


100 


1421 


Y9942S 


Homo sapiens 


Human PRO1S04 (X.TJQ785) smino 
acid sequence SEQ ID NO: 3 0B. 


152 


29 


1422 


Y94923 


Homo sapiens 


Human secreted protein clone 
qsl4_3 protein sequence SEQ 


4039 


99 


1423 


AF177388 


Homo 
sapiens 


cancer- amplified 
transcriptional coactivator 
ASC-2 


10748 


99 


1424 


Y48517 


Homo sapiens 


Human breast tumour- 
associated protein 62. 


1851 


99 


1425 


AF208848 


Homo sapiens 


BM-005 


1454 


89 


1426 


AF208848 




BM-OOS 


853 






AF11298S 




differentiation enhancing 
factor 1 










Homo sapiens 


Gu protein 






142S 


AF1S1534 




HSPC04 9 


2853 


78 


1430 


AF125043 


Mus musculus 


bisphosphate 3 1 -nucleotidase 


275 


30 






sapiens 


Membrane-bound protein 
PRO1106. 




100 


1432 


AF193613 


Homo sapiens 


cell recognition molecule 
Caspr2 


568 


100 


1433 


AB0445S0 


Mus musculus 


: <- olin 


192 


34 








NTII-1 nerve protein, 
facilitates regeneration of 
nerve cells. 






1435 


AF220530 


Homo sapiens 


nyo- inositol 1-phosphate 
synthase Al 


2904 


100 


143G 


X70944 




PTB-associated splicing 


1261 


72 


1437 


AF271732 


Homo sapiens 


bridging integrator-3 


1282 


100 


1438 


Y30811 


Homo sapiens 


Human secreted protein 
encoded from gene 1 . 


595 


98 


1439 


AJ293S59 


Homo sapiens 


mucolipidin 


628 


97 


1440 


AF219138 


Homo sapiens 


3 - L ng isoform 


3083 




1441 


AF219138 


Homo sapiens 


GGA3 long isoform 


3346 


100 



180 
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NO: 


ACCESSION 


SPECIES 


DESCRIPTION 


SMITH- 
WATERMAN 
SCORE 


% 

IDENTITY 


1442 


AB039669 


Homo sapiens 




1944 


100 




AF237711 


Drosophila 
melanogaster 


Diablo 


191 


27 








Nafl beta protein 






1445 




Homo sapiens 


phosphorylase kinase 


6233 


98 


1446 


AF214114 


Homo sapiens 


breast carcinorr.a-associated 


3999 


99 


1447 


AF003924 


Homo sapiens 


ANC 2 HOI 


2645 


99 


1448 


AF003 13 6 


Caenorhabdit 
is elegans 


contains weak similarity to 
an AMP-binding motif 


2843 


52 




AF155112 


Homo sapiens 


NY-RE>J-50 antigen 




89 


1450 


Y95004 


Homo sapiens 


Hunan secreted protein 
vc54 1, SEQ ID NO: 48. 


985 


100 


1451 


AF107203 


Homo sapiens 


ataxin 2-binding protein 


688 


57 






Homo sapiens 


ataxin 2-binding protein 


456 




14S3 


Z38011 


Mus nusculus 


DMR-N9 


882 


56 




X9056S 




Protein sequence and 
annotation available soon via 
LABEIT@EMBL-Heidelberg.DE 




28 


1455 


AL035409 




dJ564M11.3 (similar to 
sialyltranferase) 




100 


1456 


D44480 




MATH- 2 protein 


272 


100 




AF141326 


Homo sapiens 


RNA helicase HDB/DICE1 


478 


45 


1459 


AF242552 


Gallus 
yallus 




945 


34 


1460 


U11036 


Homo sapiens 


Ibdl 


724 


84 


1461 


AB025258 


Mus muG cuius 


granuphilin-a 


545 




1462 


Y08134 


Homo sapiens 


acid sphingomyelinase- like 
phosphodiesterase 


2428 


99 


1463 
1464 


AC004997 


Homo sapiens 


match to ESTs 243979 
(NID:g573097) , R19699 
(NID:g774333) 


869 


98 


AC004997 


Homo sapiens 


match to ESTs Z43979 
(NID:gS73097) , R19699 
!NID:g774333) 


BS9 


98 




U32743 


Haemophilus 
influenzae 
Rd 


fucose operon protein (fucU) 


315 


50 


1466 


Y09022 


Homo sapiens 


No-56-like protein 


2342 


100 


1467 


AC003034 


Homo 3apiens 


Homolog of rat kidney- 
specific (KS) gene 


1072 


99 


1468 


AF071544 


Spinacia 
oleracea 


ribulose-1, 5-bisphosphate 
carboxylase/oxygenase small 
subumt N-methyltransferase I 


333 


26 






Homo sapiens 


Human transmembrane protein 
HTMPN-54. 


1053 


100 




AF032666 


norvegicus 




4504 


93 


1471 


Y70467 


Homo sapiens 


Human membrane channel 
protein-17 (MECHP-17) . 


452 


74 


1472 


AL031033 


Homo sapiens 


C321D2.1 (Ribosomal Large 
Subunit Pseudouridine 
Synthase protein) 


1694 


100 








genethonin 3 






1474 


S45935 


Homo sapiens 


HTSl 


1101 


50 


1475 


Y86241 


Homo sapiens 


Human secreted protein 
HOABR60, SEQ ID NO: 156. 


1879 


98 


1476 


AJ010317 


rubripes 




1278 


68 




U42831 


Caenorhabdit 
is elegans 


coded, for by C. elegans cDNA 
yk99b4.3; similar to human 
transforming protein 
(PIR:S22157) 


846 




147B 






PR 264 


543 




1479 


X82209 


Homo sapiens 


MN1 


7116 


100 


1480 


U10536 


Pan paniscus 


MHC class I A 


675 


84 



181 
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TABLE 2 



SEQ 
N 0°: 


ACCESSION 
NUMBER 


SPECIES 


DESCRIPTION 


SMITH- 
WATERMAN 
SCORE 


% 

IDENTITY 


1481 


AL078599 


Homo sapiens 


dJ991CS.l (novel protein 
similar to C. elegans 
F35A12.9 (Tr:P910S6)) 


1274 


65 


-148^ 


228977 


Schizosaccha 

romyces 

pombe 




256 


23 




AB005662 


Mus musculus 


JNK/SAPK- associated protein-1 




92 


1484 


AL050120 


Homo sapiens 


hypothetical protein 


716 


100 






Homo sapiens 


DMA binding protein 


1006 


53 


148S 


Y69161 


Homo sapiens 


Amino acid sequence of a 
partial protein kinase. 


575 


99 


1487 


X841SS 


Saocharomyce 

s cerevisiae 


ATH1 


341 


29 




AF038963 


Homo sapiens 


RNA he li case 


446 


34 


1489 


U56966 


Caenorhabdic 
is elegans 


coded for by C. elegans cDNA 
yk30b3.5; coded for by C. 
elegans cDNA yk3Db3.3 


620 


42 




AE000989 


Archaeoglobu 
s fulgidus 


enoyl-CoA hydratase (fad- 4) 


533 


46 


1491 


M80633 


norvegicus 


adenylyl cyclase type IV 


707 




1432 


Y73342 


Homo sapiens 


HTRM clone 2709055 protein 
sequence . 


3 513 


99 


1493 


Y17220 


Homo sapiens 


Human secreted protein (clone 
fj2G3-ll; . 


462 


37 


1494 


AF133670 


Mus musculus 


ARL-S interacting protein- 2 


701 


97 








Human protein clone HP10574. 


1371 


100 


149S 


AL049699 


Homo sapiens 


dJ747H23.2 (novel protein) 


1550 


100 


1497 


AF037447 


Homo sapiens 


ribosomal S6 protein kinase 


2427 


100 


1498 


AL445067 


Thermcplasma 
acidophilum 


putative target YPT.207w of 
the HAP 2 transcriptional 
complex related protein 


269 


35 


1499 


AB039947 


Homo sapiens 


XllL-binding protein 51 


227 


36 






Homo sapiens 


UBASH3A protein 


3509 


100 


1501 


AL050333 


Homo 


dJ93K22.1 (novel protein 
(contains DKFZP5S4B116) ) 


2439 


100 


1502 


AF17989S 


Homo sapiens 


TALE hcmeobox protein Meis2b 


1140 


100 






Hono sapiens 


Meis2a 


1177 


100 


1504 


Y53005 


Homo sapiens 


Human secreted protein clone 
pm74 9_8 protein sequence SEQ 
ID NO: 16. 


1442 


99 


1505 


X82494 


Homo sapiens 


fibulin-2 


3580 


99 


1506 


X98296 


Homo sapiens 


ubiquitin hydrolase 


783 


42 




AL034548 


Homo sapiens 


dJ1103G7.6 (novel protein) 


109B 


100 


1508 


Y7G144 


Homo sapiens 


Human secreted protein 
encoded by gene 21. 


1736 


100 


1509 


AF220182 


Homo sapiens uncharacterized hypothalamus 
protein HT0 08 


"TlBl 


-91 


1510 


US4601 


Caenorhabdit Gene probably begins in the 
is elegans | next cosmid 


415 


58 


1511 


AL356192 


Neurospcra 


related to KDM1 protein 


196 


29 






sapiens 


N-acetylgalactosamine 6- 
sulfate sulfatase (GALNS) 






1513 


AF168717 


Homo sapiens 


x 009 protein 


694 


99 




AJ243531 


Homo sapiens 


nM15 protein 


735 


100 


1515 


AC003672 


Arabidopsis 
thaliana 


putative C3HC4-type RING zinc 
finger protein 


407 


30 


1516 


AF115435 


norvegicus 




1374 


90 




AF003140 


Caenorhabdit 
is elegans 


C44E4.5 gene product 


274 


31 


1518 


AB002584 


Rattus 


beta- alanine-pyruvate 
aminotransferase 


2238 


82 


1519 


AL121764 




yeast atpl2 protein precursor 


270 


30 
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NUMBER 


SPECIES 


DESCRIPTION 


SMITH- 
WATERMAN 
SCORE 


% 

IDENTITY 








homolog 








AF255910 




jir-r t-'on-a==ociated molecu" e 


547 


100 


1521 


D31764 


Homo sapiens 


KIAA0064 


170 


27 








PRO190 . 


985 


100 


T523 


y94450 


Homo sapiens 




"250 


— 


1524 


AC0001O7 


Arabidopsis 


F17F8 .22 


277 


37 


1525 


AF109377 


Mus musculus 


ldlBp 


1277 


83 




AL031427 










1S27 


Y08135 


Mus musculus 


acid sphingomyelinase -like 
FT 1 TnrriT 3 ? ieSt t raS£ 


1496 


79 


~1528 


AK024423 


Homo , 


. protein ^ 




100 


1529 


AF154502 


Homo sapiens 


dipeptidase 








AF2 055 9 8 










1531 


AF251039 


Homo sapiens 


putative zinc finger protein 


1420 


50 


1532 


W74805 


Homo sapiens 


encode d^by^gene^ 7 7 6 cl one 
HOEAS2 4 


493 


57 


1533 


AF039023 


Homo sapiens 


Ran-GTP binding protein; 


5707 


99 


1534 


AC007190 


Araaidopsis 


F23N19.9 


3 74 




1535 


AB0275S4 




DINB1 


4482 






Y36178 


Homo sapiens 


Human secreted protein 


3 77 


87 


1537 
— — — 


Y50907 
— — — — 


Homo sapiens 
— - 


Human fetal brain cDNA clone 
vb3_l derived protein. 


3S93 


99 




17 8 


us musculus 


protein"^ 1 dySplaSla 


177 


47 


1539 


AF26S75S 


Homo sapiens 


sphingosine kinase 


2011 


99 


~rl?i — 






OA1 


2238 


100 




AF000195 


Caenorh-bdit 
is elegans 


Contains similarity to Pfam 
domain: PF00169 (PH) , 
Score=20.6, E-value=l . 9s- 05 , 






1542 


Y71159 


Homo sapiens 


Human phosphodiesterase 
myomegalin. 


9415 


99 




X76092 




DNA binding protein RFX3 


3327 




1544 




Homo sapiens 


HRIHFE2007 


631 


50 


1545 


AF198487 


Homo sapiens 


transcription factor LBP-lb 


2822 


100 




AF016417 


is^elegans* 1 


^^0^ t0 B ^ IP tranSCrlpt:1 " c ' n 


518 


42 


1547 


X55885 


Homo sapiens 


KDEL. receptor 


110S 


100 




AB035495 


auratus 


El 


















1550 


AJ223978 


Bacillus 
Drosophila 


YvqK protein 


292 


42 


T~55T — 


flp14sgl5 


melanogaster 


BcDNA GH03377 


822 






AL157734 


Schizosaccha 

romyces 

pombe 


putative mannosyltransf erase 
involved in N-glycosylation 


435 


37 


1553 


AF079527 


Mus musculus 


IER5 


591 


63 


1554 


AB02S291 


Rattus 
norvcgicus 


acetoacetyl -CoA synthetase 


1099 


88 


1555 


Y44722 




Human immune system molecule, 




99 


1555 


AF116553 


Drosophila 
melanogaster 


antennal-specific short-chain 
dehydrogenase/reductase 


277 


32 


1557 


Y7105S 


Homo sapiens 


Human membrane transport 




99 
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% 
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protein, MTRP-1. 










Homo sapiens 


Human membrane transport 
protein, MTRP-1. 


1975 


99 


1559 


Y71056 


Hcrao sapiens 


Human membrane transport 
protein, MTRP-1. 


1894 


97 


1560 


AF092050 


Mus musculus 


beta-l,3-N- 

acetylglucosaminyl transferase 


262 




1561 


AL109S27 




dJ309X20.2 (acrosomal protein 
ACR55 (similar to rat sperm 
antigen 4 (SPAG4) ) ] 


1607 


97 


15S2 


AJ13189Q 


Homo sapiens 


DNA polymerase lambda 


3002 


100 


1563 


AL035424 


Homo sapiens 


dA22D12.1 (novel protein 
similar to Drosophila Kelch 
proteins) 


3015 


100 




AC0024 0 0 


Homo sapiens 


Gene product with similarity 
to Ubiquitin binding enzyme 


















1566 


AF000195 


Caenorhabdit 


Contains similarity to Pfam 
domain: PF00169 (PH) , 
Score=20.6, E-value=l . 9e-05, 


55 0 


45 


1567 


AB033281 


Homo 
sapiens 


F-box and WD- repeats protein 
beta-TRCP2 isoform C 


2879 


100 


1568 


D49473 


Mus musculus 


truncated form of Soxl7 


1047 


78 




AK02:;270 


Homo sapiens 


unnamed protein product 






1570 


X75756 


Homo sapiens 


protein kinase C mu 


4 7 97 


99 






Homo sapiens 




2388 




1572 


AE003831 


Dross ophila 
melar.ogastcr 


CGI 844 5 gene product 


180 


31 


1573 


AF074603 


Streptomyces 
griseus 





205 


38 




U28993 


Caenorhabdit 
is elegans 


F22D3.3 gene product 


144 


27 




AF129507 


Homo sapiens 


transcription factor ICBP90 








X64 878 


Homo sapiens 


oxytocin receptor 




100 


1577 


AF237711 


Droscphila 
melanogastar 


Diablo 


421 


54 






Homo sapiens 


Human secreted protein, SEQ 
ID NO: 5056. 




100 


1579 


AF248744 


Cryptosporid 
mm parvum 


thrombospondin- related 
adhesive protein 


123 






AL121782 


Homo sapiens 


dJ585I14.2 (novel protein 
^m^AK000219n° f 


663 


100 


1581 


AF041853 • 


Homo sapiens 


kinesin family member protein 


345 


33 


1582 


AF025441 


Homo sapiens 


Opa-mteracting protein 0IP5 


1198 


100 




AE001803 


errno oga 
Homo sapiens 


glycerate kinase, putative 


349 


34 


"1584 


AF252283 




Kelch like 1 protein 






1585 


AF169S75 


salens 


leucine-rich repeat 


3494 


99 


1586 


AF118274 


Homo sapiens 


Dtlb- 5 


2528 


97 




X79440 


Homo sapiens 


NADP+- dependent malic enzyme 


3167 


99 


15B8 


X99802 


Homo sapiens 


ZYG homologue 


396S 




1589 


AF169803 




r rprotein b5+b5R 


2563 


100 


1590 


Y29861 


Homo sapiens 


Human secreted protein clone 
cb98 4. 


181 




1591 


Z25535 




nuclear pore complex protein 
hnupl53 


7567 


99 


1592 


X13293 


Homo sapiens 


B-myb protein (AA 1-700) 


3678 


99 


1593 


M74027 


Homo sapiens 




242 


27 


1594 


AL139314 


Schizosaccha 

romyces 


hypothetical protein 


235 


54 
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DESCRIPTION 


SMITH- 
WATERMAN 
SCORE 


% 

IDENTITY 


















Homo sapiens 


Fragment or human secreted 
Human 1 -ec^ete^protein'^lo-ie — 


1318 


98 


~1596 


Y94906 


Homo sapiens 


rb649_3 protein sequence SEQ 
ID NO: 18. 


223g 




"1597 


AF174 60 5 


Homo sapiens 




"1408 


— 


1598 


AB032254 


Hon» 


bromodomain adjacent to zinc 


9676 


98 


1593 


X73114 


Homo sapiens 


slow MyBP-C 


5568 


95 




Y0Qg°g 


Homo sapiens 


gpStaf 50 ^ 


2305 


100 


16Q1 




"Qp^en=- 


sequ=ice PH_1 Pr ° teln 


1149 


98 


1S02 


AJ223351 


Homo sapiens 


HIRA- interacting protein 3 


2821 


99 








neutral sphingomyelinase 


2268 


99 


1£04 


AJ2 n 2601 


Homo sapiens 








1S05 




AF185576 




Mus mus cuius 


POZ/'zinc finger transcription 
factor ODA-8 


3435 


97 




A1914 ^ 


_ , 

synthetic 6113 


un nown 


131 


100 


16Q7 












1S08 


Y5794S 


Homo sapiens 


Human transmembrane protein 
HT.MPN- 73 . 


3868 


"Too 


16Q9 


AF151C44 










1610 




Homo sapiens 


ski protein (AA 1 - 728) 


3765 


100 






Homo sapiens 


rab geranylgeranyl 
transferase 


2976 


100 


1612 _ 


AF22 0560 


Homo sapiens 


3/K protein 


2486 


99 


1613 


AC004481 


Arabidopsis 
thai iana 


nodulin-like protein 


371 


26 


1S14 


v o 9 5 0 1 




NADK- cytochrome-b5 reductase 






1615 


Y15521 


Homo sapiens 




3150 


97 




AJ010750 


norvegicus 


Castration induced prostatic 
apoptosis related protein- l, 
(CIPAR-1) 


890 








Homo P 


S100 alpha protein 






1618 


Y66678 


sapiens 


Membrane -bound protein 
PRO1009. 


967 


100 








peptide methionine sulfoxide 
reductase 






1620 


AF150733 


Homo sapiens 


AD-014 protein 


-288 


100 


1621 


AJ007509 


Homo sapiens 


ElB-55kDa-associated protein 


4646 


98 


1622 


X64177 


Homo sapiens 


metallothionein 


380 


100 






Ar chaeogl obu 
s fulgidus 


A. fulgidus predicted coding 
region AF0859 






1624 


AL355013 


Schizosaccha 

romyces 

P ° 


mitochondrial carrier protein 


403 


34 


1625 


ys674S 


salens 


Membrane -bound protein 


1184 


100 




D90053 




destrin 


863 


100 


1627 


Y35954 


Homo sapiens 


Extended human secreted 
protein sequence, SEQ ID NO. 


756 


100 


1628 


AL031775 


Homo sapiens 


dJ30M3.2 {novel protein) 


470 




1629 


AF132484 




unknown 




68 


1630 


AF017096 


Drosophila 
melanogaster 


similar to C. elegans 
R10H10.6 and S. cerevisiae 
YD8419.03C 


493 


61 


1631 


X03077 


Homo sapiens 


lactate dehydrogenase-A 


1704 


100 


1632 


AF151084 


Homo sapiens 


HSPC250 


763 


100 


1633 


AJ001874 


Homo sapiens 


orf 


255 


97 


1634 


AC012187 


Arabidopsis 
thaliana 


Contains weak similarity to 
GATA-6 DNA-binding protein 
gb|H36135, gb|Z26200 come 
from this gene. 


143 


38 



185 



WO 01/53312 



PCT/US00/34263 



TABLE 2 



SEQ 
No": 
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SMITH- 
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SCORE 


% 

IDENTITY 






Homo sapiens 


HERV-E integrase 


411 




1636 


Y50943 


Homo sapiens 


Human adult brain cDNA clone 
ve8_l derived protein. 


1126 


95 


1637 


AP134593 


Homo sapiens 


L-p_psuolic acid oxidase 


2068 


—3 




AJ23824 7 




putative phosphatase subunit 


1948 


96 


1539 


Y94942 


Homo sapiens 


Human secreted protein clone 
yk251_l protein sequence SEQ 
ID NO: 90 . 


1320 




1640 


AF235030 


Homo sapiens 


BM88 antigen 


766 


99 




AF233288 


Drosophila 
raelanogaster 


WDS 


358 


26 


1642 


M19351 


Mus nusculus 


immunoglobulin heavy chain 
binding protein 


145 


34 


1643 


Y70452 


Homo sapiens 


Human membrane channel 
protein-2 (MECHP-2) . 


1352 


100 




AF176520 


Mus nusculus 


WD repeat-containing F-box 
protein FBW5 


2676 


88 


1S4S 


W67816 


Homo sapiens 


Human secreted protein 
encoded by gene 10 clone 
HCEMU42 . 


1156 


100 






Homo sapiens 


mitotic kinase-like protein-l 


4456 


99 


1S47 


M63180 




threonyl-tRNA synthetase 


1040 


61 


1648 


787342 


Homo sapiens 


Human signal peptide 
containing protein HSPP-119 
SEQ ID NO: 119. 


1566 


93 


1S49 


R95332 


Horn sapiens 


i'umor necrosis factor 
receptor 1 death domain 
ligand (clone 3TW) . 


4137 


100 


1S50 


AC007136 


Homo sapiens 


Putative map kinase 
-interacting kinase 


856 


99 


1S51 


AB015346 


Homo sapiens 


EpslSR 


4464 


99 






Arabidopsis 


putative protein 


1341 




1653 


AC005313 




putative calmodulin 


288 


2B 


1654 


AL0 3142 8 


Homo sapiens 


dJ184J9.1 (KIAA0601 protein) 


3525 


100 






Homo sapiens 


dJ184J9.1 (KIAA0601 protein) 


3526 


1 0 0 


1656 


AB017910 


Dictyosteliu 
m discoideum 


myoM 


297 


32 


1657 


Y28919 




Human regulatory protein 


2251 


99 


1658 


AF056191 


Homo sapiens 


TPA inducible protein 


2744 


98 


1659 


U76846 


Arabidopsis 


ubiquctin-specif ic protease 


137 


35 


16S0 


AL078627 


Schizosaccha 

romyces 

pombe 


actin-like protein; (2 actin 
domains) 


320 


34 


1662 


X52022 


Homo sapiens 


collagen type VI, alpha 3 
chain 




99 


1663 


AF300648 


sapiens 


guanine nucleotide binding 
protein beta subunit 4 


1811 


100 


1664 


AF214736 


Homo sapiens 


3H domain containing protein 

2 


2774 


100 






Saccharomyce 




138 


26 


1666 


AF177385 




cytochrome c oxidase assembly 
protein isoform 2 


1395 


99 


1667 


AC007842 


Homo sapiens 


BC331191_1 


1581 


47 




S67513 


disease 
virus BDV, 
WT-1, Halle 
Bl/91, horse 
brain, field 

Peptide, 370 


p40 


397 


43 
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SEQ 
NO- 


ACCESSION 
NUMBER 


SFECIES 


DESCRIPTION 


SMITH- 
WATERMAN 


IDENTITY 






aa 












romyces 


nucleolar protein 




47 


1S70 


G03130 


Hcmo sapiens 


Human secreted protein, SEQ 


427 


97 


1671 


M96625 


Gallus 


cardiac muscle tensin 


1185 


54 


1S72 


AF174482 


Homo saoiens 


polycorab 3 


2005 


99 


1673 


Y51846 . 


Homo sapiens 


Human 18.1 homolog protein 
fragment . 


233 


29 


1674 


AF255334 


Homo sapiens 




152 


29 






sapiens 


Human protein clone HP10563. 




30 








Human secreted protein 
encoded from gene 2 . 


3043 


99 


1677 


Y25712 


Homo sapiens 


Human secreted protein 
encoded from gene 2. 


1580 


91 






Homo sapiens 


dentin sialophosphoprotein 
precursor 




17 


1679 




AF163151 




Homo sapiens 


dentin sialopnosphoprotein 
precursor 


170 


17 






Homo sapiens 


FLJC0 045 protein 


1349 


100 


1681 


AF019236 


Dictyosteliu 
m discoideun 


TipD 




34 






ma; or 




153 


25 


1683 
1684 


263359 


Schizosaccha 
pombe eS 


putative GTP-binding protein 


560 


46 


X94910 


Homo sapiens 


BRp28 


1334 


i no 


1685 


AF28S475 


rubripes 


pigmentosa GTPase 


196 


19 


1686 


AF191298 


Homo sapiens 


vacuolar sorting protein 3 5 


4087 


100 


^ggg 






transcription factor 


2958 


100 




AJ275986 


Homo ^apicn3 


transcription factor 






1689 


X07311 


Drosophila 


heat shock protein 


138 


« 


1690 


AF240463 


Rattus 
norvegicus 


LlSl-mteractmg protein 
NUDE1 


13 83 


83 


3691 


AJ272078 




APOBEC-1 stimulating protein 




S 


1692 


AJ272079 


Homo sapiens 


APOBEC-1 stimulating protein 


1336 




1693 


AF177942 


aevis ^ 


katanin p60 


1664 


56 


"1690 


AF263539 


omo sapiens 


, — , _ 

argmine x -methyltransf erase 


1774 


100 


lg95 


AF222689 


salens 


nethyltransferase 1 variant 2 


1182 


81 


1696 


AK000193 


Homo sapiens 


unnamed protein product 


1060 


100 




AB04103 5 




NADPH oxidase 








AB041035 


Homo sapiens 


kidney superoxide-producing 


2181 


100 


lg99 


AF025771 


Homo sa i 


C2H2 H -inc d finger protein 






1700 


Y44676 


Homo sapiens 


Human ARF-Related Protein-1 
(HARP-1) . 


938 


9* 


1701 


AK022407 


Bono sapiens 


unnamed protein product 


315 


98 


1702 


AB024574 


Homo sapiens 


GTP-binding like protein 2 


1172 


100 


1703 


AF055078 


Homo sapiens 


zinc finger protein 42 


421 


52 


1704 


AF198092 


Mus musculus 


RP42 


1057 




1705 


AEU03573 


Drosophila 
melanogaster 


CG12474 gene product 


161 


33 


1706 


AB036345 


Drosophila 
melanogaster 


aquaporin 


154 


24 


1707 


Y55927 


Homo sapiens 


Human STLK2 protein. 


2146 


100 


1708 


U27121 


Danio rerio 


G12 


212 




1709 


AL391710 


Arabidopsis 


putative protein 


505 


50 
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NUMBER 
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DESCRIPTION 
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IDENTITY 






thaliana 








1710 


B01311 


Homo sapiens 


Human PRC241 polypeptide. 


1649 


97 






Mus mus cuius 


formin binding protein 3 0 


4561 


85 


1712 


A0011U8 


Mus musculus 


skeletal muscle and cardiac 
protein 


1490 


89 


1713 


AF255303 


Homo 

Homo 5 " 3 


membrane-associated nucleic 
acid binding protein 


4416 


99 


1714 


AF255303 


sapiens 


membrane- associated nucleic 
acid binding protein 


2960 


100 


1715 


U08227 


Rattus 
norvegicus 


Ras-related protein 


511 


51 


1716 


AF168795 


norvegicus 


schlafen-4 


1129 


44 


1717 


AF196304 


Homo sapiens 


SUMO-l-specif ic protease 


5804 


"99 


1718 


AL355737 


Homo sapiens 


HMG2 0A 


1782 


100 


1719 


AB029333 


Halocynthia 
roretzi 


HrPET-1 


1069 


46 




AF071317 


Mus musculus 


C0?9 complex subunit 7b 


1297 


97 


1721 


AJ272215 


Homo sapiens 




1681 


99 


1722 


G01982 


Homo sapiens 


Human secreted protein, SEQ 
ID NO: S063 . 


718 


100 


1723 


AL032S43 


Caenorhabdit 
is elegans 


similar to Uncharacterized 
protein family UPF0034, 


825 


41 


1724 


go: 972 


Homo sapiens 


Human secreted protein, SEQ 
ID NO: 6053. 


586 


92 


1725 


Y94441 




sapiens 


Protein 1. 


1231 


Too 




AF255443 


Homo sapiens 


CGI-201 protein 




99 


1727 


AF18342S 


Homo sapiens 


HT004 protein 


1810 


99 


172B 


D10884 


Bos taurus 


iieurccaicin 


1002 


99 


1726 


Z18S29 


gallus 


tensin 


1411 


84 


1730 


Z73423 


Caenorhabdit 
is cl2gs.ns 


cDNA EST EMBL:Z14908 comes 
from this gene-cDNA EST this 
gene 


233 


41 




AF090891 


Homo sapiens 


PRO010 5 




30 


1733 


AJ277724 


Homo sapiens 


histone deacetylase 8 


2015 


100 


1734 


G04050 


Homo sapiens 


Human secreted protein, SEO 
ID NO: 8131. 


503 




1735 


D45913 


Mus musculus 


leucine-rich- repeat protein 


3531 


94 




AF096709 


Drosophila 


failed axon connections 
protein 


276 




1737 


AF195120 


Homo sapiens 


dynactin p62 subunit 


2417 




1738 


L15314 


Caenorhabdit 
is elegans 


contains similarity to Pfam 
family PF01772 N=l 


206 


37 


1739 


X54618 


Listeria 
monocytogene 


phosphadidylinositol specific 
phospholipase C 


134 


27 


1740 


AL031S58 


Homo sapiens 


dJ310O13.4 (novel protein 
similar to predicted C. 
elegans an C. intestinalis 


123 


31 


1741 


Y35924 


Homo sapiens 


Extended human secreted 
protein sequence, SEQ ID NO. 
173. 


1013 


99 


1742 


AC013354 


Arabidopsis 
thaliana 


F15H18.15 


202 


32 


1743 


W75771 




Huiiaii GIP bindincr protein 
APD08. 


1932 


59 


1744 






Human GTP binding protein 
APD08. 


1854 


61 


1745 


AF221098 




Ral guanine nucleotide 
exchange factor RalGPSIA 


1224 


70 


174S 


Y99372 




Human PRC143 0 (UNQ73 6) amino 
acid sequence SEQ ID NO: 116. 


1332 


99 


1747 


Y94294 


Homo sapiens 


Human coenzyme A-utilising 




100 
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TABLE 2 



ID 
NO: 


ACCESSION 
NUMBER 


SPECIES 


DESCRIPTION 


SMITH- 
WATERMAN 
SCORE 


h 

IDENTITY 








enzyme CoAEN-2. 






174 8 


AK02443 6 


Homo sapiens 


FLJ0 0 02 6 protein 


1619 


100 


AE0008 77 


Methanobacte 
thermoautotr 


conserved protein 


231 


36 


1750 


AF101361 


Drosophila 
melanogaster 


Abnormal X segregation 


193 


33 




15067 


Homo sapiens 


ZNF2 3 2 


889 


100 


1752 


AF251038 


Homo sapiens 


GAP- like protein 


822 


100 




AC003093 


Homo sapiens 


OXYST3R0L-BINDING PROTEIN; 
45% similarity to P22059 


352 


57 


1754 


X69089 


Homo sapiens 


165kD protein 


5703 


99 






Homo sapiens 


dJ6^2L5.3 (novel protein) 


1039 


100 


1756 


AL031393 


Homo sapiens 


dJ733D15.1 (Zinc-finger 
protein) 


27S5 


100 


1757 


AB040672 


Homo sapiens 


■JDP-GalNAc: polypeptide N- 
acetylgalactosaminyltransf era 


2020 


99 


1758 


AL022238 


-H^o-sapTe^ 


dJ1042K10.4 (novel protein) 


776 


43 




AF117653 


Homo sapiens 


double homeobox protein 


375 


54 


17S0 


Y12065 


Homo sapiens 


hNop56 


2959 


99 






Homo sapiens 


dJ686C3.2 (nucleolar protein 
hNo P 56) 


2595 


99 


1762 


AGO 023 9-1 




Gene product with similarity 
to dynein beta subunit 


1542 


51 


1763 


AF169017 


Homo sapiens 


formiminotransf erase 
cyclodeaminase 


877 


100 


1764 


U91541 


Homo sapiens 


human formiminotransf erase 
cyclodeaminase (ftcd)protein, 
carboxy- terminal end 


596 


100 


1765 


AB0133S5 


Bacillus 
halodurans 


YlqF 


350 


34 


1766 


Y38421 




Human secreted protein 
encoded by gene No. 36. 


145 


"71 


1767 


AC009176 


Arabidopsis 


putative ribulose-l, 5- 
bisphosphate 

carboxylase/oxygenase small 
subunit N-methyltransf erase I 


216 


27 


1768 


AK000647 


Homo sapiens 


unnamed protein product 




99 


1769 


AJ238982 


Homo sapiens 


VNN3 protein 


2665 


99 


1770 


U73522 


Homo sapiens 


AMSH 


1214 


56 




g°QQ^ 


Hattus 5 s UlUS 


unknown 


829 


86 


— 






tricarboxylate carrier 


1604 


95 


1773 


AL035086 


Homo sapiens 


dJ44A20.2 (novel protein) 


2036 


100 






Homo sapiens 


Human PRO1604 (UNQ785) amino 
acid sequence SEQ ID NO: 3 08. 


1057 


99 


1775 


AF110330 


Homo sapiens 


glutaminase 


3146 


100 


1776 


AJ269529 


Homo sapiens 


glycerol 3 -phosphate permease 


2787 


100 






Caenorhabdi t 
is elegans 


cDNA EST yk76fl.5 comes from 
this gene 


232 


31 






Homo sapiens 


monooxygenase X 


1875 


99 


~TTT5 — 


AL109608 


Schizosaccha 

romyces 

pombe 


oxysterol-binding protein 






1780 


AF2S4260 




tuftelin 1 


1729 


100 


1781 


L07924 


Mus musculus 


guanine nucleotide 


247 


50 


1782 


AF295773 


sapiens 


ral guanine nucleotide 
dissociation stimulator 


142 


40 


1783 


AK024475 


Homo sapiens 


FLJ0006B protein 


4333 


100 


1784 


AK024475 


Homo sapiens 


FLJ00068 protein 


3996 


93 


1785 


G03933 


Homo sapiens 


Human secreted protein, SEQ 
ID NO: 8014. 


570 


100 


1786 


S82637 


homo sapiens | Ig lamoda-like gene/beta- 


247 


100 
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TABLE 2 



SEQ 
ID 


ACCESSION 
NUMBER 


SPECIES 


DESCRIPTION 


SMITH- 
WATERMAN 
SCORE 


IDENTITY 








glucuronidaae exon 11 homolog 







TRADOCS:! 4 1 6280. 1(%CT401 1.DOC) 
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TABLE 3 



SEQ ID NO: 


ACCESSION 
NO. 


DESCRIPTION 


RESULTS * 


2 


BL00240 


Receptor tyrosine hn = sp 
class III proteins. 


BL00240B 24.70 3.250e- 
12 157-181 


3 


FR00109 


TYROSINE KINASE 
CATALYTIC DOMAIN 
SIGNATURE 


PR00109D 17.04 8.085e- 
13 358-331 


4 


BL00028 


Zinc finger, C2H2 type, 
domain proteins . 


BL00028 16.07 9.400e- 
10 1129-1146 BL00028 
16.07 1.257e-09 820- 
837 


5 


BL00023 


Type II fibronectin 
collagen-binding domain 
proteins . 


BL00023 24.31 8.920e- 
33 413-450 BL00023 
24.31 4.545e-27 353- 
390 


6 


BL00023 


Type II fibronectin 
collagen-binding domain 


BL00023 24.31 8.920e- 
33 413-450 BL00023 
24 . 31 4 . 545e-27 353- 
390 





BL00023 


Type II fibronectin 
collagen-binding domain 


BLD0023 24.31 8.920e- 
33 413-450 BL00023 
24.31 4.545e-27 353- 


8 


BL00023 


Type II fibronectin 
collagen-binding domain 
proteins . 


BL00023 24.31 8.920e- 
33 413-450 BL00023 
24.31 4.545e-27 353- 


9 


BL011S0 


Kinesin light chain 
repeat proteins. 


BL01160B 19.54 5.119e- 
09 8G3-917 


10 


PR004S4 


B-CLASS P450 GROUP II 
SIGNATURE 


PR00464D 17.40 6.182e- 
12 294-312 PR004S4G 
12.41 4.231e-ll 377- 
393 


11 


PR00734 


GLYCOSYL HYDROLASE 

FAMILY 7 SIGNATURE 


PRDD734I 11.46 4.296e- 
09 502-520 




PF00023 


Ank repeat proteins . 


PF0D023B 14.20 6.500e- 
10 89-99 PF00023B 
14 .20 2 .636e-09 56-66 


14 


DM00031 


IMMUNOGLOBULIN V REGION. 


DM00031B 15.41 3.848e- 
09 79-113 


15 


PR0020a 


GLIADIN AND LMW GLUTENIN 
SUPERFAM I L Y SIGNATURE 


PR00208A 12.59 9.868e- 
10 517-535 PR00208A 
12.59 2.233e-09 520- 
538 


17 


PD00066 


PROTEIN ZINC- FINGER 
METAL- BIND I . 


PD00066 13 .92 8.200e- 
14 282-295 PD000S6 
13.92 9.400e-14 477- 
490 PD00066 13.92 
6.500e-13 505-518 
PD00066 13.92 9.500e- 
13 254-267 PD000S6 
13 .92 1.429e-12 393- 
406 PD00066 13.92 
6.571e-12 421-434 


18 


BL00845 


CAP-Gly domain proteins. 


BL00845 16.43 2.200e- 
25 55-80 


20 


BL00487 


IMP dehydrogenase / GMP 
reductase proteins . 


BL00487E 16.12 5.737e- 
26 154-199 BL00487F 
18.79 8.984e-22 235- 
276 BL00487G 26.82 
4.082e-12 287-329 




BL00487 


IMP dehydrogenase / GMP 
reductase proteins . 


BL00487E 15.12 5.737e- 
2S 154-199 BL00487F 
18.79 8.984e-22 235- 
276 BL00487G 26.82 
4.082e-12 348-390 


22 


BL00107 


Protein kinases ATP- 
binding region proteins . 


BL00107A 18.39 3.250e- 
26 302-333 
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SEQ ID NO: 


ACCESSION 
NO. 


DESCxIPT.ON 


RESULTS* 


23 


BL00107 


Protein kinases ATP- 
binding region proteins. 


BL00107A 18.39 3.250e- 
2G 302 333 


25 


BL00115 


Eukaryotic RNA 
polymerase II 
heptapeptide repeat 
proteins . 


BL00115T 8.45 7.273e- 
29 1208-1242 BL00115Q 
18.08 2.776e-21 953- 
983 BL00115Y 11 . 8S 
8.000e-17 1S04-1650 
BL00115M 19.19 8.130e- 
16 731-774 BL00115H 
14.34 9.392e-16 453- 
495 BL00115A 15.44 
7.414e-15 43-82 
BL00115R 6.50 6.128e- 
14 983-1010 BL00115J 
IS. 71 9.289e-14 591- 
617 BL00115I 8.33 
4.33Se-13 535-590 
BL00115L 12.25 5.939e- 
13 6S2-694 BL00115G 
11.65 G.011e-13 435- 
463 BL00115K 15.03 
3.417e-10 617-659 
EL00115O 16.76 5.8Q5e- 
10 863-913 BL00115P 
11.54 7.538e-10 913- 
953 BL00115S 18.24 
7.968e-10 1010-1052 
BL00115U 10.34 4.475e- 
09 1242-1265 


26 


BL00420 


Speract receptor repeat 
proteins domain 


EL00420A 20.42 4.109e- 
11 81-110 BL00420A 
20.42 8.820e-10 84-113 


2 7 


BL00050 


Ribosomal protein L23 


BL00050A 23.71 9.250e- 
27 94-127 BL00050B 
14.81 3.125e-12 133- 
1 4 7 


28 


PR00925 


NONHISTONE CHROMOSOMAL 
PROTEIN HMG17 FAMILY 
SIGNATURE 


PR00925B 3.73 3.089e- 


2S 


PF0075S 


Putative esterase. 


PF00756C 14.12 1.108e- 
09 486-515 


32 


BL00557 


FMN-dependent alpha- 
hydroxy acid 
dehydrogenases proteins. 


BL00557D 17.76 5.065e- 
37 274-316 BL00557A 
35.08 B.909e-29 24-73 
BL00557C 15.59 l.OOOe- 
28 227-257 BL00557B 
21.27 8.898e-22 130- 
169 


34 


PR00629 


SHC PHOSPHOTYROSINE 
INTERACTION DOMAIN 
SIGNATURE 


PR00629E 9.90 5.886e- 
35 299-328 PR00629F 
10.95 8.364e-32 334- 
361 PR00629B 13. S6 
3.786e-27 224-247 
PR00629A 13.45 8.364e- 
21 206-222 PR00529C 
3.80 4.000e-12 249-261 
PR00629D 12.45 3.739e- 
11 276-286 


35 


PD01270 


RECEPTOR FC 
IMMUNOGLOBULIN AFFIN. 


PD01270A 17.22 l.OOOe- 
40 39-79 PD01270B 
22.18 2.875e-38 94-131 
PD01270D 24.66 3 . 700e- 
34 171-207 PD01270C 
19.54 3 .455e-30 137- 
166 


3S 


PD01270 


RECEPTOR FC 
IMMUNOGLOBULIN AFFIN. 


PD01270A 17.22 l.OOOe- 
40 39-79 PD01270B 
22.18 2.875e-38 94-131 
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SEQ ID NO: 


ACCESSION 
NO. 


DESCRIPTION 


RESULTS* 








PD01270D 24. GS 3.700e- 
34 171-207 PD01270C 
19.54 3.455e-30 137- 
166 


37 


BL00412 


ilin (GAP-43) 
proteins . 


BL00412C 10.28 9.241e- 
10 2S4-298 


38 


BL00412 


Neuromodulin (3AP-43) 
proteins . 


BL00412C 10.28 9.241e- 
10 2S4-298 


39 


BL00412 


Neuromodulin (GAP-43) 
proteins . 


BL00412C 10.28 9.241e- 
10 2S4-298 


40 


PR00380 


KINESIN HEAVY CHAIN 
SIGNATURE 


PR00380B 12. S4 7.366e- 
14 342-360 PR00380C 
13 .18 6 .927e-13 375- 
394 PR003B0D 9.93 
2.180e-12 429-451 
PR00380A 14.18 5.154e- 
12 143-165 


44 


BL0C345 


Ets-domain proteins. 


BL00345B 21.28 l.OOOe- 
40 239-290 BL00345A 
13 .95 2.452e-14 204- 


45 


BLOC 3 4b 


Ets-domain proteins. 


BL00345B 21.28 l.ODOe- 
40 215-266 BL00345A 
13.96 2.452e-14 180- 
199 


46 


DM01551 


kw OSTEOINDUCTIVE YOPM 

MEMBRANE OUTER. 


DM01551A 15.63 3.538e- 
26 172-202 DM01551C 
14.62 3.571e-17 232- 
252 DM01551B 8.84 
4.750e-ll 214-226 


47 


?R0C376 


NEMATODE METALLOTHIONEIN 
SIGNATURE 


PR00876B 7. 56 9.328e- 
11 246-260 


48 


PD01066 


PROTEIN ZINC FINGER 
ZINC- FINGER METAL - 
BINDING NU. 


PD01066 19.43 4.231e- 
23 6-45 


SO 


BL00972 


Ubiquitin carboxyl- 
terminal hydrolases 
family 2 proteins. 


BL00972D 22.55 7.750e- 
19 994-1019 BL00972A 
11.93 7.120e-18 216- 
234 BL00972E 20.72 
9.471e-14 1020-1042 
BL00972C 15.48 7.000e- 
13 350-375 BL00972B 
S.45 8.269e-10 302-312 


51 


BL0C972 


Ubiquitin carboxyl- 
terninal hydro] ases 
family 2 proteins. 


BL00972D 22.55 7.750e- 
19 990-1015 BL00972A 
11.93 7.120e-18 216- 
234 BL00972E 20.72 
S.471e-14 1016-1038 
BL00972C 16.48 7.000e- 
13 360-375 BL00972B 
9.45 8.269e-10 302-312 


52 


BL01115 


GTP-bindinc nuclear 
protein ran proteins . 


BL01115A 10.22 3.063e- 
14 10-54 


53 


PR00988 


URIDINE KINASE SIGNATURE 


PR00988A 6.39 8.500e- 
17 20-38 PR00988F 
12.23 7.B28e-15 196- 
210 PR00988C 13.64 
S.108e-14 104-120 
PR00988E 8.27 3.872e- 
11 174-1BS PR00988D 
5.95 5.878e-10 160-171 
PR00988B 11.60 2.915e- 
09 57-69 


55 


PR007S2 


CHLORIDE CHANNEL 
SIGNATURE 


PR00762C 9.29 4.682e- 
21 294-314 PR00752D 
11.29 4.103e-19 509- 
530 PR0C762A 14.22 
9.333e-18 199-217 
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SEQ ID NO: 


ACCESSION 
NO. 


DESCRIPTION 










PR007S2F 15.12 3.100e- 
16 563-583 PR00762B 
12.12 6.063e-16 230- 
250 PR00762E 12.07 
2.2B6e-15 545-552 
PR007S2G 14.13 6.276e- 
13 601-616 






Sugar transport 
proteins . 


BL0021GB 27.64 8.800e- 
10 153-203 


58 


PF00731 


Domain present in ZO-i 
and Unc5-like netrin 
receptors . 


PF00791B 28.49 2.049e- 
10 1080-1135 


59 


PF00791 


Domain present in ZO-1 
and Unc5-like netrin 


PF00791B 28 .49 2.049e- 
10 1062-1117 




PD01929 


kinase type resistance 
antibiotic transferase 

AM. 


PDC1929E 10.75 9.018e- 
09 206-221 


68 


PR00360 


C2 DOMAIN SIGNATURE 


PR00360A 14 .59 7.395e- 
09 680-693 


69 


PH00360 


C2 DOMAIN SIGNATURE 


PR00360A 14 .59 7.395e- 
D9 670-S83 


70 


PF00S51 


BTB (also known as BR- 
C/Ttk) domain proteins . 


PF00651 15.00 8.714e- 
10 51-64 


72 


DM00179 


w KINASE ALPHA ADHESION 
T-CELL. 


DM00179 13.97 5.304e- 
39 108-118 


73 


EL00239 


Receptor tyrosine kinase 
class II proteins. 


BL00239B 25.15 7.075e- 
12 118-1S6 


74 


BL00790 


Receptor tyrosine kinase 
class V proteins . 


BL00790N 13.25 6.116e- 
10 93-123 


75 


DM00471 


0 PROKARYOTIC DNA 
TOPOISOMERASE I. 


DM00471A 11.73 9.357e- 
13 53-66 DM00471B 
8.45 4.857e-12 70-81 


80 


PD02876 


decarboxylase; 

pho s phati dylserine . 


PD02876C 8.80 2 . 723e- 
13 223-236 PD0237GD 
12.13 2.588e-12 334- 
351 


81 


PD02876 


DECARBOXYLASE 
PHOSPHATIDYLSERINE . 


PD02876C 8.80 2.723e- 
13 282-295 PD02876D 
12.13 2.588e-12 393- 
410 


83 


BLC0703 


Prolyl endopeptidase 
family serine proteins. 


BL00708B 24.91 7.197e- 
12 570-601 


84 


PRO 0 0 14 


FIBRONECTIN TYPE III 
REPEAT SIGNATURE 


PR00014C 15.44 8.043e- 
09 985-1004 




PR00678 


PI3 KINASE P85 
REGULATORY SUBUNIT 
SIGNATURE 


PR00S78H 9.13 1.379e- 
09 246-269 




PR00320 


G-PROT3IN BETA WD-40 
REPEAT SIGNATURE 


PR0D320C 13.01 8.200e- 
09 264-279 PR00320B 
12.19 8.650e-09 264- 
279 


93 


BD00455 


Putative AMP-binding 
domain proteins. 


BL00455 13.31 2.588e- 
14 316-332 


95 


BL0C107 


Protein kinases ATP- 
binding region proteins. 


BL00107A 18.39 4.000e- 
10 123-154 


96 


BIi00107 


ProL-m kinases ATP- 
binding region proteins. 


BL00107A 18.39 4.000e- 
10 212-243 


97 


PR00081 


GLUCOSS/RIBITOL 
DEHYDROGENASE FAMILY 
SIGNATURE 


PR00081B 10.38 6.318e- 
13 134-146 PR00081A 
10.53 2.500e-12 54-72 


98 


PR00380 


KINESIN HEAVY CHAIN 
SIGNATURE 


PR00380A 14.18 5.500e- 
24 401-423 PR00380D 
S.93 7.188e-20 613-635 
PR00380B 12.64 7.517e- 
16 529-547 PR00380C 
13.18 2.756e-13 560- 
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SEQ ID NO: 


ACCESSION 
NO. 


DESCRIPTION 


RESULTS* 


102 


PR00300 


ATP- DEPENDENT CLP 

PROTEASE ATP -BINDING 
SUBUNIT SIGNATURE 


PR00300A 9.5S 7.545e- 
14 289-308 


104 


BL00479 


Phorbol esters / 
diacylglycerol binding 
domain proteins. 


BL00479B 12.57 6.786e- 
18 298-314 BL00479A 
19. 86 4.913e-lS 155- 
178 BL00479A 19.86 
4.300e-13 272-295 
BL00479B 12.57 6.294e- 
12 181-197 


10S 


BL01019 


ADP-ribosyiation factors 
family proteins . 


BLC1019A 13 .20 8.013e- 
12 43-83 


107 


DM01970 


0 kw ZK632.12 YDR313C 
END030MAL III. 


DM01970B 8.60 5.000e- 
1S 403-416 


108 


BL00191 


Cytochrome b5 family, 
heme-binding domain 


3L00191K 17.38 4.951e- 
27 238-282 BL00191J 
11.37 6.447e-17 182- 
204 


109 


PD01066 


PROTEIN ZINC FINGER 

ZINC-FINGER METAL - 
BINDING NU. 


PD01066 19.43 4.938e- 
37 8-47 


110 


BL01138 


Scorpion short toxins 
proteins . 


BL01138A 10.96 B.297e- 
10 38-50 


113 


EL00107 


Protein kinases ATP- 
binding region proteins . 


BL00107A 18.39 5.800e- 
23 156-1B7 BL00107B 
13.31 9.100e-14 225- 
241 


117 


BL00214 


Cytosolic fatty-acid 
binding proteins . 


BL00214B 26.51 l.OOOe- 
17 46-91 BL00214A 
21.17 7.052e-ll 5-31 


118 


BL00107 


Protein kinases ATP- 
binaing region proteins . 


BL00107A 18.39 8.5S0e- 
13 3C-67 


119 


PR0Q529 


GONADOTROPH IN RELEASING 
HORMONE RECEPTOR 
SIGNATURE 


PR00529C 11.03 7.506e- 
10 158-177 


120 


PR00320 


G- PROTEIN BETA WD-40 
REPEAT SIGNATURE 


PR00320C 13.01 9.400e- 
09 80-95 


121 


PR00320 


G-PROTEIN BETA WD-40 

REPEAT SIGNATURE 


PR00320C 13.01 9.400e- 
09 80-95 




EL00215 


Mitochondrial energy 
transfer proteins. 


BL00215A 15.82 7.158e- 
13 216-241 


128 


BL01032 


Protein phosphatase 2C 
proteins . 


BLD1032C 6.14 3 . 195e- 
12 147-157 BL01032H 
11.25 5.S80e-ll 318- 
331 BL01032G 8.33 
8.932e-ll 282-296 
BL01032I 10.42 8 . 902e- 
09 379-389 


129 


BL01310 


ATP1G1 / PLM / MAT 8 
family proteins . 


BL01310 14.74 6.694e- 
26 28-54 


130 


PR00990 


RI30KINASE SIGNATURE 


PR00990B 12.32 9.S34e- 
15 47-67 PR00990A 
16.23 S.500e-14 20-42 
PR00990C 12.62 2.412e- 
09 119-133 


133 




Acyl-CoA-binding 


BL00880 17.52 5.576e- 
26 72-122 


134 


BL00030 


Sukaryotic RNA-binding 
region RNP-1 proteins. 


BL00030A 14.39 9.308e- 
14 18-37 


135 


PR00215 


NEUROMODUliIN SIGNATURE 


PR00215C 13.98 6 . 779e- 
10 475-496 


13 6 


BLO1310 


ATP1G1 / PLM / MAT 8 
family proteins. 


BL01310 14.74 2.432e- 
29 71-107 


140 


BL00028 


Zinc finger, C2H2 type, 
domain proteins. 


BL00028 16.07 7.882e- 
14 214-231 BL00028 
16.07 9.471e-14 102- 
119 BL00028 16.07 
2.B00e-13 18-35 
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SEQ ID NO: 


ACCESSION 
NO. 


DESCRIPTION 


RESULTS* 








BL00028 IS. 07 S.SOOe- 
13 74-91 BL00028 
15.07 9.100e-13 186- 
203 BL00028 16.07 
8.043e-12 46-63 
BL00028 16.07 8.435e- 
12 130-147 BL00028 
16.07 9.217e-12 270- 
287 BL00028 16.07 
6.192e-ll 242-259 
BL00028 16.07 4.000e- 
10 158-175 


141 


BL00501 


Signal peptidases I 


BL00501D 16.69 9.538e- 
14 113-133 BL00501C 
9.61 B .688e-10 89-101 


143 


BL01020 


SARI family proteins. 


BL01020C 15.35 7.722e- 
20 79-130 


14G 


PD01066 


PROTEIN ZINC FINGER 
ZINC-FINGER METAL- 
BINDING NU. 


PD0106S 19.43 6.400e- 
25 335-374 


149 


BL00126 


3 '5' -cyclic nucleotide 
phosphodiesterases 
proteins . 


BL0012SC 22.07 1.450e- 
25 509-550 BL00126E 
35.22 3.951e~16 654- 
709 EL00126D 25.50 
1.360e-15 565-604 
BL00126B 15.20 8.200e- 
11 483-495 BL00126A 
27.56 8.269e-ll 442- 
479 


151 


BL00632 


Ribosomal protein S4 


BL00S32 23.79 5.271e- 
20 106-149 


154 


BL00559 


ox i dor edu c t a ses 
proteins . 


BL00559I 13.63 5.304e- 
19 29-58 BL005S9K 
13.17 2.957e-18 172- 
199 EL00559J 19.63 
8.38Se-13 99-151 
BL00559L 13.60 5.814e- 
12 241-259 


155 


PR00449 


TRANSFORM ING PROTEIN P21 


PR00449A 13.20 1.692e- 
13 13-35 


157 


BL00405 


Actins proteins. 


BL0D4O6D 12.58 2.547e- 
18 275-330 BL00406A 
9.95 5.776e-16 15-50 
BL00406B 5.47 7.429e- 
12 69-124 BL00406C 
6.75 9.682e-12 128-183 


160 


BL00132 


Zir.c carbcxypeptidases, 
zinc-binding region 1 
proteins . 


BL00132A 26.07 7.000e- 
14 22-63 BL00132C 
21.35 3.46Se-12 104- 
145 


165 


PR00109 


TYROSINE KINASE 
CATALYTIC DOMAIN 
SIGNATURE 


PR00109B 12.27 9.043e- 
13 139-158 


168 


BL00362 


Ribosomal protein S15 


BL00362 24.67 9.700e- 
15 129-172 




BL00039 


DEAD- box subfamily ATP- 
dependent helicases 
proteins . 


BL00039D 21.67 l.OOOe- 
35 640-686 BL00039A 
18.44 1.9S4e-13 212- . 
251 BL00039B 19.19 
4.553e-13 378-404 
BL00039C 15.63 8.773e- 
12 465-489 


175 


PR00449 


TRANSFORMING PROTEIN P21 
RAS SIGNATURE 


PR00449A 13.20 3 . 721e- 
12 14-36 


178 


BL01310 


ATP1G1 / PLM / MAT 8 
family proteins. 


BL01310 14.74 2.432e- 
29 133-169 


179 


PD01066 


PROTEIN ZINC FINGER 
ZINC-FINGER METAL- 


PD01056 19.43 9.455e- 
36 6-45 



196 
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SEQ ID NO: 


ACCESSION 
NO. 


DESCRIPTION 


RESULTS* 






BINDING MU. 




1 HO 


PR00007 


COMPLEMENT C1Q DOMAIN 
SIGNATURE 


PR00007B 14.16 7.429e- 
20 160-180 PR00007A 
19.33 4.938e-19 133- 
160 PR00007C 15.60 
1.225e-15 206-228 
PR00007D 9.64 6.885e- 
11 23B-249 


181 


BL00027 


1 Homeobox 1 domain 
proteins . 


BL00027 26.43 9.526e- 
24 280-323 


182 


BL00027 


'Homeobox' domain 
proteins . 


BL00027 26.43 9.52Se- 
24 263-306 


183 


BL00027 


1 Hor.eobox ' domain 
proteins. 


BL00027 26.43 9.526e- 
24 2BC-323 


184 


BL00027 


1 Homeobox • domai n 


BL00027 26.43 9.526e- 
24 263-306 


138 


PR00929 


AT -HOOK-LI KE DOMAIN 
SIGNATURE 


PR00929C 5.26 3.328e- 
09 460-471 


189 


PR00929 


AT -HOOK-LIKE DOMAIN 
SIGNATURE 


PR00929C 5.26 3 ,328e- 
09 440-451 


190 


BL003 83 


Tyrosine specific 
protein phosphatases 
proteins. 


BL00383F 15.51 7.188e- 
17 S66-682 BL00383A 
13.34 8.714e-17 162- 
177 BL00383E 10.35 

I. OOOe-14 333-344 
BL00383E 10.35 7.300e- 
14 628-639 BL00383F 
15.51 1.720e-13 371- 
387 BL00383C 10.10 
3.000e-13 217-228 
BL00383D 11.92 7.000e- 
13 295-308 BL00383B 
7.61 1.692e-ll 187-196 
BL00383C 10.10 1.750e- 
09 509-520 BL00383D 

II. 92 4.000C-09 589- 
602 BL00383B 7.61 
B.000e-09 479-488 


191 


PR00450 


RECOVSRIN FAMILY 
SIGNATURE 


PR00450C 12.22 7.911e- 
15 B3-105 PR00450C 
12.22 S.286e-13 47-69 


193 


PF005S4 


Octicosapeptide repeat 
proteins. 


PF00554B 24.74 6.164e- 
16 227-278 


194 


PR00503 


BRCXODOMAIN SIGNATURE 


PR00503D 20.81 9.156e- 
15 204-224 PR00503B 
9.96 9.571e-13 170-187 


195 


BL00901 


Cysteine 

synthase/cystathionine 
beta-synthase P- 
pho3phate att . 


BL00901C 20.63 3.429e- 
18 67-117 


197 


BL0063 6 


Nt-dr.aJ domain proteins. 


BL00635A 8.07 6.211e- 
17 40-57 BL00636B 
15.11 2.000e-13 67-88 


198 


PR00690 


ADHESIN FAMILY SIGNATURE 


PR00690A 10.86 9.866e- 
09 463-482 




BL01131 


Ribosomal RNA adenine 
dimethylasss proteins. 


BL01131A 26.62 2.343e- 
12 84-130 


201 


PR00910 


LUTECVIRUS ORF6 PROTEIN 
SIGNATURE 


PR00910A 2.51 8.352e- 


203 


DM00215 


PROLINE -RICH PROTEIN 3. 


10 39-72 


20S 


PR00261 


LOW DENSITY LIPOPROTEIN 
(LDL) RECEPTOR SIGNATURE 


PR00261A 11.02 4.462e- 
19 65-87 PR002S1C 
11.37 9.308e-19 65-87 
PR00261D 12.47 2.667e- 
18 65-87 PR00261B 
14.12 4.000e-18 143- 
165 PR00261A 11.02 
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SEQ ID NO: 


NO. 


DESCRIPTION 


RESULTS* 








4.833e-18 143-1S5 
PR00261D 12.47 7.500e- 
18 143-155 PR00261B 
14.12 5.065e-16 65-87 
PR00261C 11.37 8.967e- 
16 143-165 PR00261F 
11.57 4.938e-13 143- 
165 PR00261E 11.08 
7.188e-13 65-87 
PR00261F 11.57 7.188e- 
13 65-87 PR00261E 
11.08 1.643e-ll 143- 
165 


209 


PF00791 


Domain present in zo-1 
and Unc5-like netrin 


PF007S1B 28.49 6.143e- 
13 118-173 PF00791C 
20.98 7.680e-10 132- 
171 


211 


PR00007 


COMPLEMENT C1Q DOMAIN 
SIGNATURE 


PR00007A 19.33 5.781e- 
19 131-158 PR00007B 
14.16 4.11Se-18 158- 
178 PR00007C 15.60 
1.675e-15 201-223 
PR00OO7D 9.64 7.231e- 
11 233-244 


212 


BL00183 


Ubiqui tin- conjugating 
enzymes proteins. 


BL0D183 28.97 1.545e- 
30 43-91 


213 


BL0C183 


Uh : qu i ; i n - con j uga t ing 
enzymes proteins. 


BL00183 28.97 1.545e- 
30 43-91 


215 


BL00039 


DEAD- o ox subfamily ATP- 
dependent helicases 
proteins. 


BL00D39D 21.67 l.SOOe- 
29 568-614 BL00039A 
18.44 1.871e-23 21-60 
BL00039C 15.63 1.720e- 
11 354-3BB BLOO039B 
19.19 4.0S4e-ll 277- 
303 


217 


BLOO100 


Chloramphenicol 
acetyl transferase 
proteins. 


BL00100D 17.22 8.484e- 
09 68-106 


219 


PR00213 


MYELIN P0 PROTEIN 
SIGNATURE 


FR00213C 15.94 3.969e- " 
11 199-227 


222 


BL00678 


Trp-Asp (WD) repeat 
proteins proteins . 


BL0067B 9.67 1.947e-09 
144-155 


224 


PR00875 


MOLLUSC METALLOTHIONEIN 
SIGNATURE 


PR00875A 5.83 l.OOOe- 
09 901-913 


225 


BL00636 


Nt-dnaJ domain proteins. 


BL00635B 15.11 8.200e- 
19 18-39 


226 


BL00636 


Nt-dnaJ domain proteins. 


BL00636A 8 .07 l.OOOe- 
21 21-38 BL00636B 
15.11 3.200e-19 45-66 


229 


PR00301 


7 0 KD HEAT SHOCK PROTEIN 
SIGNATURE 


PR00301F 13.98 7.563e- 
13 329-346 PR00301G " 
13.78 4.300e-12 361- 
382 


230 


BL004S0 


Glutathione peroxidases 
selenocysteine proteins. 


BL00460A 28.67 8.773e- 
20 35-70 BL004S0B 
9.73 7.429e-16 78-96 
BL00460C 14.35 2.831e- 
12 111-134 BL00460D 
16.89 8.773e-ll 140- 
160 


231 


PR00647 


SENR ORPHAN RECEPTOR 
SIGNATURE 


PR00647B 10.19 8.522e- 
09 273-287 


233 


BL00292 


Cyclms proteins . 


BL00292B 20.31 7.429e- 
27 244-275 BL00292A 
22.87 7.750e-27 201- 
235 


234 


PRO 044 9 TRAM9 FORMING PROTEIN P21 
RAS SIGNATURE 


PR00449A 13.20 6.308e- 
13 7-29 PR0044SC 



198 



